

II 


iL value 


x . ue do 


Match length 


133 


% identity 


87 


NCBI Description 


tubulin beta-2 




chain - garden pea (fragment) 



Seq. No. 


203812 


Seq. ID 


LIB3083-023-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


g4371292 


BLAST score 


477 


E value 


5.0e-48 


Match length 


132 


% identity 


70 


NCRT Dpscrint i on 


(ACG062.&Q) unknown crotein TArabidoosis thalianal 


Seq. No. 


203813 


Seq. ID 


LIB3083-023-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g3202042 


BLAST score 


181 


E value 


2.0e-13 


Match length 


119 


% identity 


42 


NCBI Description 


(AF069324) 2 6S proteasome regulatory subunit S5A 






Seq. No. 


203814 


Seq. ID 


LIB3083-023-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


g4098874 


BLAST score 


487 


E value 


3.0e-49 


Match length 


131 


% identity 


76 


NCBI Description 


(U80967) heat shock protein 7 0 [Pneumocystis cari 




carinii] 


Seq. No. 


203815 


Seq. ID 


LIB3083-023-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


gl35427 


BLAST score 


244 


E value 


5.0e-21 


Match length 


63 


% identity 


70 


NCBI Description 


TUBULIN ALPHA CHAIN, TESTIS-SPECIFIC 



>gi_1079254j?ir A56622 alpha-tubulin, testis-specif ic - 

rainbow trout >gi_213862 (M36623) alpha-tubulin 
[Oncorhynchus mykiss] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



203816 

LIB3083-023-Q1-L1-H2 

BLASTX 

g266989 

453 

3.0e-45 



27796 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



126 
72 

GTP-BINDING PROTEIN SAR1B >gi_322517_pir S28 603 

GTP-binding protein - Arabidopsis thaliana >gi_166734 
(M95795) GTP-binding protein [Arabidopsis thaliana] 



203817 

LIB3083-023-Q1-L1-H3 

BLASTX 

g3193298 

172 

2.0e-12 

100 

40 

(AF069298) T14P8.17 gene product 



[Arabidopsis thaliana] 



203818 

LIB3083-023-Q1-L1-H8 

BLASTX 

gl703108 

601 

1.0e-62 

119 

97 

ACT IN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 


203819 


Seq. ID 


LIB3083-024-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g4406819 


BLAST score 


172 


E value 


3.0e-12 


Match length 


86 


% identity 


47 


NCBI Description 


(AC006201) unknown prot< 


Seq. No. 


203820 


Seq. ID 


LIB3083-024-Q1-L1-A10 


Method 


BLASTX 


NCBI GI 


gl29881 


BLAST score 


657 


E value 


4.0e-69 


Match length 


136 


% identity 


89 


NCBI Description 


PYROPHOSPHATE — FRUCTOSE 




ALPHA SUBUNIT (PFP) (6- 



(PYRO PHOSPHATE -DE PENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi_482294_pir A36094 

pyrophosphate — f ructose-6-phosphate 1-phosphotransf erase 
(EC 2.7.1.90) alpha chain - potato (cv. Kennebec) 
>gi_169538 (M55190) pyrophosphate- f ructose 6-phosphate 
1-phosphotransf erase alpha-subunit [Solanum tuberosum] 



27797 





203821 


Sea ID 


LIB3083-024-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g4098331 


BLAST score 


306 


l_l V CIX LiX^ 


8 . Oe-44 


Ms +■ r** Vi 1 pti cr+" Vi 


98 


o j. Lit; ix lx 


Z? X 


WPRT Dfsc'p'r'i Tit* i on 


(C76896} b^ta— tubulin 5 rTriticum aestivuml 




203822 


Seq. ID 


LIB3083-024-Q1-L1-A12 


Method. 


BLASTX 


NCBI GI 


gl684857 


BLAST score 


547 


R va Tup 


3.0e-56 


Match lencrth 


120 


O J.UCI1I — L L-_y 


37 




fT777Q4fn nnl vnhi rrn i "h "i n fPh^^Pol u^ vul craTi^! 

\ \J i ' v j ljvj x _y J. ^ u. x L.J-11 LtiiaDcviUD vuxyai J.OJ 


Oc^i IN \J . 


20^R2^ 


Qprr TD 


LIB3083-024-O1-L1-A2 


Method 


BLASTX 


NCBI GI 


g2065531 


BLAST score 


607 


E value 


3.0e-63 


Match length 


139 


% identity 


76 


NCBI Description 


(U78526) endo-1, 4-beta-glucanase [Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203824 

LIB3083-024-Q1-L1-A4 

BLASTX 

g974294 

323 

6.0^-30 

106 

60 

(U31309) LP6 [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203825 

LIB3083-024-Q1-L1-A6 

BLASTX 

g4263695 

383 

5.0e-37 

148 

9 

(AC006223) 
thaliana] 



putative myosin II heavy chain [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



203826 

LIB3083-024-Q1-L1-A9 

BLASTX 

g2129495 

555 

4.0e-58 



27798 




Match length 131 
% identity 82 

NCBI Description fiber protein E6 (clone SIE6-2A) - sea-island cotton 

>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 



Seq. No. 203827 

Seq. ID LIB3083-024-Q1-L1-B1 

Method BLASTX 

NCBI GI g45804 61 

BLAST score 148 

E value 2.0e-09 

Match length 42 

% identity 74 

NCBI Description (AC006081) unknown protein [Arabidopsis thaliana] 

Seq. No. 203828 

Seq. ID LIB3083-024-Q1-L1-B10 

Method BLASTX 

NCBI GI g4371292 

BLAST score 551 

E value 1.0e-56 - 

Match length 139 

% identity 71 

NCBI Description (AC006260) unknown protein [Arabidopsis thaliana] 

Seq. No. 203829 

Seq. ID LIB3083-024-Q1-L1-B11 

Method BLASTN 

NCBI GI gll43223 

BLAST score 110 

E value 6.0e-55 

Match length 373 

% identity 50 

NCBI Description Gossypium barbadense FbLate-2 gene, complete cds 

Seq. No. 203830 

Seq. ID LIB3083-024-Q1-L1-B12 

Method BLASTN 

NCBI GI gll43223 

BLAST score 110 

E value 7.0e-55 

Match length 323 

% identity 54 

NCBI Description Gossypium barbadense FbLate-2 gene, complete cds 

Seq. No. 203831 

Seq. ID LIB3083-024-Q1-L1-B3 

Method BLASTX 

NCBI GI g3176098 

BLAST score 493 

E value 7.0e-50 

Match length 143 

% identity 38 

NCBI Description (Y15036) annexin [Medicago truncatula] 

Seq. No. 203832 



27799 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



LIB3083-024-Q1-L1-B4 

BLASTX 

g3033388 

206 

3.0e-16 

95 

41 

(AC004238) hypothetical protein [Arabidopsis thaliana] 
203833 

LIB3083-024-Q1-L1-B5 

BLASTX 

gl703108 

703 

2.0e-74 

136 

99 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



oeq. wo. 




ca/t t n 
oeq. if 




Mpi~ VidH 

L 1C L.11UU 




NCBI GI 


g2642443 


BLAST score 


213 


E value 


5.0e-17 


Match length 


128 


% identity 


32 


NCBI Description 


(AC002391) putative cytochrome P450 [Arabidopsis thaliana 


Seq. No. 


203835 


Seq. ID 


LIB3083-024-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


g464840 


BLAST score 


216 


E value 


2.0e-17 


Match length 


59 


% identity 


75 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi_421781_pir S32666 tubulin 




alpha-1 chain - fern (Anemia phyllitidis) 




>gi_296494_emb_CAA48927_ (X69183) alpha tubulin [Anemia 




phyllitidis] 


Seq. No. 


203836 


Seq. ID 


LIB3083-024-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g2961356 


BLAST score 


395 


E value 


2.0e-38 


Match length 


131 


% identity 


60 



NCBI Description 



(AL022140) 
thaliana] 



27800 



II 



Seq. No. 


203837 


Seq. ID 


LIB3083-024-Q1-L1-C10 


Method 


BLASTX 


NCBI GI 


g4336436 


BLAST score 


205 


E value 


4.0e-16 


Match length 


60 


% identity 


70 


NCBI Description 


(AF092432) protein phosphatase type 


Seq. No. 


203838 


Seq. ID 


LIB3083-024-Q1-L1-C3 


Method 


BLASTX 


NCBI GI 


g730456 


BLAST score 


475 


E value 


9.0e-48 


Match length 


129 


% identity 


67 


NCBI Description 


4 OS RIBOSOMAL PROTEIN SI 9 


Seq. No. 


203839 


Seq. ID 


LIB3083-024-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


g2736286 


BLAST score 


285 


E value 


2 . 0e-25 


Match length 


59 


% identity 


86 


NCBI Description 


(AF031079) isopentenyl diphosphate 




acuminata] 


Seq. No. 


203840 


Seq. ID 


LIB3083-024-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 


g3128477 


BLAST score 


505 


E value 


3.0e-51 


Match length 


144 


% identity 


66 


NCBI Description 


( AF0 62 64 0 ) metalloproteinase [Arabi 


Seq. No. 


203841 


Seq. ID 


LIB3083-024-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g626598 


BLAST score 


149 


E value 


2.0e-09 


Match length 


92 


% identity 


39 



[Lotus japonicus] 



isomerase I [Camptotheca 



NCBI Description 



hypothetical protein YHR016c - yeast (Saccharomyces 
cerevisiae) >gi_500710 (U10400) Ysc84p [Saccharomyces 
cerevisiae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



203842 

LIB3083-024-Q1-L1-D1 

BLASTX 

g2271477 



27801 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



691 

4.0e-73 

144 

92 

(AF009631) AP47/50p [Arabidopsis thaliana] 
203843 

LIB3083-024-Q1-L1-D10 

BLASTX 

g4206112 

293 

2.0e-26 

61 

92 

(AF097 662) alpha tubulin [Mesembryanthemum crystallinum] 
203844 

LIB3083-024-Q1-L1-D12 

BLASTX 

gl737222 

625 

2.0e-65 

130 

82 

(U79958) BP-80 vacuolar sorting receptor [Pisum sativum] 



203845 

LIB3083-024-Q1-L1-D3 

BLASTX 

g3327868 

154 

4.0e-10 

68 

56 

(AB012912) COPl-Interacting Protein 7 
thaliana] 



(CIP7 ) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203846 

LIB3083-024-Q1-L1-E1 

BLASTN 

gl480456 

34 

1.0e-09 

50 

92 

Hevea brasiliensis latex allergen Hev b 5 mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203847 

LIB3083-024-Q1-L1-E10 

BLASTX 

g4544412 

224 

2.0e-18 

114 

39 

(AC006955) hypothetical protein [Arabidopsis thaliana] 



27802 



Seq. No. 


203848 


Seq. ID 


LIB3083-024-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g3763932 


BLAST score 


552 


V value 

J-J v u±uw 


8.0e-57 


Match, length 


134 


% identity 


78 


NPRT Dp sp riot ion 


(AC004450) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


203849 


Sea ID 


LIB3083-024-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g2244732 


BLAST score 


248 


E value 


3.0e-21 


Match Ipncrth 


45 


% identity 


98 


NCRT Dp sprint ion 


(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 


Seq. No. 


203850 


Seq. ID 


LIB3083-024-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g4105696 


BLAST score 


313 


1 IIP 
J—i v CL-L Lis? 


9. 0e-29 




64 


% identity 


95 




(AF049870) beta tubulin 1 [Arabidopsis thaliana] 


Seer. No. 


203851 


Qprr TO 


LIB3083-024-O1-L1-E3 


Method 


BLASTX 


NCBI GI 


g2662469 


BLAST score 


554 


E value 


S.Oe-57 


Mai~r , h 1 pnrrthi 

Liu Uwli Lll 


128 


& identitv 


84 


lv \> U .L. .Ls O V>> J L. K> L. -X. w 1 1 


(AF034217) ribosomal protein S6 [Arabidopsis thaliana] 


Sea. No. 


203852 


Sea ID 


LIB3083-024-Q1-L1-E4 


Mp1~HriH 


BLASTN 


NCBI GI 


gl66919 


BLAST score 


51 


F. va 1 hp 


1. Oe-19 




63 


3- ■? Hon i" "i +* \/ 


95 




Arabidonsis thaliana aloha- 6 tubulin (TUA6) crene. complet 






Seq. No. 


203853 


Seq. ID 


LIB3083-024-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


g2494113 


BLAST score 


647 



27803 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-68 

130 

90 

(AC002376) Strong similarity to Musa pectate lyase 
(gb_X92943) . ESTs gb_AA042458, gb_ATTS4502 / gb_N38552 come 
from this gene. [Arabidopsis thaliana] 

203854 

LIB3083-024-Q1-L1-E6 

BLASTX 

g2827143 

388 

1.0e-37 

81 

86 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

203855 

LIB3083-024-Q1-L1-E7 

BLASTX 

g4580395 

383 

5.0e-37 
142 
59 

(AC007171) 
thaliana] 



putative kinesin-related protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



203856 

LIB3083-024-Q1-L1-E8 

BLASTX 

g3193303 

306 

5.0e-28 

117 

54 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 

203857 

LIB3083-024-Q1-L1-E9 

BLASTX 

g4544412 

318 

2.0e-29 

116 

47 

(AC006955) hypothetical protein [Arabidopsis thaliana] 
203858 

LIB3083-024-Q1-L1-F2 

BLASTX 

g82734 

412 



27804 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-40 

83 
28 

ubiquitin precursor - maize (fragment) 
>gi_226763jprf 1604470A poly-ubiquitin [Zea mays] 

203859 

LIB3083-024-Q1-L1-F3 

BLASTX 

gl076737 

623 

4.0e-65 

141 

83 

beta-tubulin R1623 - rice 
203860 

LIB3083-024-Q1-L1-F4 

BLASTX 

g2129499 

430 

1.0e-42 

112 
72 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

203861 

LIB3083-024-Q1-L1-F5 

BLASTX 

g2497543 

599 

8.0e-66 

147 

90 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir S41379 

pyruvate kinase - common tobacco >gi_444023_emb_CAA82628_ 
(Z294 92) pyruvate kinase [Nicotiana tabacum] 



Seq. No. 


203862 


Seq. ID 


LIB3083-024 


Method 


BLASTX 


NCBI GI 


g2739381 


BLAST score 


515 


E value 


2.0e-52 


Match length 


130 


% identity 


75 


NCBI Description 


(AC002505) 


Seq. No. 


203863 


Seq. ID 


LIB3083-024 


Method 


BLASTX 


NCBI GI 


g3377813 


BLAST score 


289 


E value 


6.0e-26 


Match length 


101 


% identity 


57 



putative patatin [Arabidopsis thaliana] 



27805 



NCBI Description (AF076275) No definition line found [Arabidopsis thaliana] 



Seq. No. 


203864 


Seq. ID 


LIB3083-024-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g294845 


BLAST score 


386 


E value 


2.0e-37 


Match length 


127 


% identity 


57 


NCBI Description 


(L13655) membrane protein [Saccharum hybrid cultivar 




H65-7052] 


Seq. No. 


203865 


Seq. ID 


LIB3083-024-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


gl699024 


BLAST score 


481 


R va 1 np 

J— 1 V GL-L, LJ-v^ 


1.0e-48 


Mr} 1" ph 1 pncrt h 


125 


% identity 


66 


NCBT Despriotion 


(U78866) genelOOO [Arabidopsis thaliana] >gi 1699057 




^1778870} unknown r Arab i docs is thaliana! 


Sea No 


203866 


Sea. ID 


LIB3083-024-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g2388564 


BLAST qrors 


201 


l_i VGU-LAvH 


1 . Oe-15 


Ma1~ph 1 pn(Tl~h 


126 


% identity 


40 


NCBT Dp<5printion 


(AC000098) ESTs ab AA042402,ab ATTS1380 come from this 




rrf^np TAt^Vii Hon^i s 'hhalisnsi 

>J v^llV^ . |_ X^-L C3 LfX VXk_/ ij -X, tj 11UJ — I-CLJ-IUJ 


Seq. No. 


203867 


Seq. ID 


LIB3083-024-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


al330401 


RT.AST <?priTP 


207 




2 Oe-16 


M^tph 1 pnath 

Lid U vll ±C11M l_X-L 


127 


?; i dpn t" 1 1" v 


36 


NCBT Opspti Dt ion 


(U58762} T27F7 1 aene nroduct rCaenorhabditis eleaansl 


Seq. No. 


203868 


Seq* ID 


LIB3083-024-Q1-L1-G9 




BLASTX 

i— ' lino x x^ 


NCBI GI 


g464849 


BLAST score 


204 


E value 


5. Oe-16 


Match length 


42 


% identity 


90 


NCBI Description 


TUBULIN ALPHA CHAIN >gi 486847 pir S36232 tubulin alpha 




chain - almond >gi_20413_emb_CAA47 635_ (X67162) 




alpha-tubulin [Prunus dulcis] 



27806 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203869 

LIB3083-024-Q1-L1-H12 

BLASTX 

g2252828 

113 

8.0e-12 

80 
48 

(AF013293) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203870 

LIB3083-024-Q1-L1-H3 

BLASTX 

g2129473 

242 

2.0e-20 

89 

52 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 


zuoo / 1 


beq. ID 




Method 


T2T acrpv 
J3J_ifiO 1 A 


NCBI GI 


g4204300 


BLAST score 


194 


E value 


4.0e-15 


Match length 


72 


% identity 


60 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis 


Seq. No. 


203872 


Seq. ID 


LIB3083-024-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


g4235430 


BLAST score 


428 


E value 


5.0e-44 


Match length 


143 


% identity 


63 


NCBI Description 


(AF098458) latex-abundant protein [Hevea 


Seq. No. 


203873 


Seq. ID 


LIB3083-027-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


gl730171 


BLAST score 


462 


E value 


3.0e-46 


Match length 


114 


% identity 


78 


NCBI Description 


GLUCOSE- 6-PHOSPHATE ISOMERASE, CYTOSOLIC 



1 (GPI) 

(PHOSPHOGLUCOSE ISOMERASE) (PGI) (PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_1370066_emb_CAA61574_ (X89394) 

glucose- 6-phosphate isomerase [Clarkia williamsonii] 



Seq. No. 
Seq. ID 
Method 



203874 

LIB3083-027-Q1-L1-A3 
BLASTX 



27807 



NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3451071 
198 

3.0e-15 

110 

42 

(AL031326) beta adaptin - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203875 

LIB3083-027-Q1-L1-A4 

BLASTX 

gl33867 

539 

3.0e-55 

125 

81 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb__CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 


iUOO / O 


Seq. ID 


T TR^flfi "3 — 097—01 —T.I -A7 


Method 


BLAb IX 


NCBI GI 


g3218396 


BLAST score 


255 


E value 


o.ue-zz 


Match length 


99 


% identity 


49 


NCBI Description 


(AiiUiooDUj nyponne uicai protein 


Seq. No. 


t~\ r\ ■*> "~i 

203877 


Seq. ID 


LiDjUo j UZ / ^1 LI Ho 


Method 


BLASTX 


NCBI GI 


g498038 


BLAST score 


424 


E value 


7.0e-42 


Match length 


128 


% identity 


59 


NCBI Description 


(L33792) lipid transfer protein 


Seq. No. 


203878 


Seq. ID 


LIB3083-027-Q1-L1-B1 


Method 


BLASTX 


NCBI GI 


gl542941 


BLAST score 


238 


E value 


5.0e-20 


Match length 


88 


% identity 


61 


NCBI Description 


(X78116) Acetoacetyl-coenzyme A 


Seq. No. 


203879 


Seq. ID 


LIB3083-027-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g3513727 


BLAST score 


114 


E value 


3.0e-12 


Match length 


101 



[Schizosaccharomyces pombe] 



thiolase [Raphanus sativus] 



27808 




% identity 46 

NCBI Description (AF080118) contains similarity to TPR domains (Pfam: 

TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203880 

LIB3083-027-Q1-L1-B6 

BLASTX 

g3024127 

546 

2.0e-58 

132 

83 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 

203881 

LIB3083-027-Q1-L1-B7 

BLASTX 

g2995990 

315 

5.0e-29 

105 

61 

(AF053746) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747 ) dormancy-associated 
protein [Arabidopsis thaliana] 

203882 

LIB3083-027-Q1-L1-C1 

BLASTX 

g3152598 

454 

3.0e-45 

138 

64 

(AC002986) Contains similarity to C2-HC type zinc finger 
protein C.e-MyTl gb_U6707 9 from C. elegans and to 
hypersensitivity-related gene 201 isolog T28M21.14 from A. 
thaliana BAC gb_AF002109. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203883 

LIB3083-027-Q1-L1-C2 

BLASTX 

g2507455 

255 

3.0e-22 

75 

67 

FORMATE— TETRAHYDROFOLATE LIGASE { FORMYLTETRAHYDROFOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_3224 01_pir A43350 

formate — tetrahydrofolate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-f ormyltetrahydrof olate synthetase 



27809 



[Spinacia oleracea] 





203884 


Seq. ID 


LIB3083-027-Q1-L1-C4 


Method 


BLASTX 


NPRT GT 


g3694872 


RT.A^T Qpnrp 


532 


T* 1 its 1 np 

Hi V O.X U.C 


1 . Oe-54 


Match lencrth 


110 




89 




(AV0Q9 c iAl) orofilin TRicinus communisl 




203885 

C~ \J *J \J \J *J 


Seq. ID 


LIB3083-027-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 


gl72945 


DiioOl o^wxc 


270 


V Tra 1 no 


9 . Oe-24 




132 


& "1 /SoTl +" T +*W 


42 


MfRT no^fT"! Ti+* i on 


( 170^9641 Php— RNA synthetase f Saccharomvces cerevisiae] 




203886 


Seq. ID 


LIB3083-027-Q1-L1-C6 


Method 


BLASTX 


NFPRT (IT 




DT 7VOT cirt/'Nv/s 

Dijiioi score 


471 


E value 


9 fle-47 
*c • Uc *± f 


rlaULli XtJiiy HI 




-6 lQeiiLiLy 


7Q 


inldi Ucscnption 


^ 7\t 091 PI 1 \ mitati Tro nrot'Pi n T Rr^hi Hon'? I s ? thrilianal 

^iiU/. i n i i j pu La. 1 L VC piUUclll |_ rax cxi~J x uu^o x o tiiaxxaiiaj 


Sea No 


203887 


Seq. ID 


LIB3083-027-Q1-L1-C7 


Method 


BLASTX 


NPRT GT 

INVOI ox 


a2511689 




J J J 


ill VciXLifc; 




Mafrh 1 t^n rrt" h 


136 


t> xa.enL.iL.y 


/ y 


INLDl UCiDL.1 IjJLlUll 


fZQQQ^y*^ rvstpinp Droteinase orecursor TPhaseolus vulcrari 




P03888 




T,TR^0ft^-0?7-r)1 -T.I -C8 

JjXDJuO J l/^> / X XlX \^\J 


1X1 c tllOvJ. 


OixriO J.A 


NCBI GI 


g4325282 


BLAST score 


399 


Hj ValUc 




lxiaucn xengtu 


ft 


% identity 


Q Q 


NCBI Description 


(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 




>gi 4325286_gb_AAD17314_ (AF123311) NAC domain protein NA] 




[Arabidopsis thaliana] 


Seq. No. 


203889 


Seq. ID 


LIB3083-027-Q1-L1-D1 


Method 


BLASTX 



27810 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3297814 
301 

2.0e-27 

142 

46 

(AL031032) 



putative protein [Arabidopsis thaliana] 



203890 

LIB3083-027-Q1-L1-D10 

BLASTX 

gll55261 

179 

5.0e-13 

99 

45 

(U40217) eukaryotic release factor 1 homolog [Arabidopsis 
thaliana] 

203891 

LIB3083-027-Q1-L1-D3 

BLASTX 

gl30720 

164 

2.0e-ll 

68 

47 

PROTEOLIPID PROTEIN PPA1 >gi_101508_pir A34633 probable 

H+-transporting ATPase (EC 3.6.1.35) lipid-binding protein 
- yeast ( Saccharomy ces cerevisiae) >gi_172221 (M35294) 
proteolipid protein of proton ATPase [Saccharomyces 
cerevisiae] >gi_500700 (U10399) Ppalp: Proteolipid protein 
of proton ATPase [Saccharomyces cerevisiae] 



Seq. No. 


203892 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g606942 


BLAST score 


409 


E value 


1.0e-45 


Match length 


142 


% identity 


68 


NCBI Description 


(U13760 


Seq. No. 


203893 


Seq. ID 


LIB3083 


Method 


BLASTX 


NCBI GI 


gl35449 


BLAST score 


650 


E value 


3.0e-68 


Match length 


138 


% identity 


90 


NCBI Description 


TUBULIN 




chain - 




tubulin 


Seq. No. 


203894 


Seq. ID 


LIB3083 



-D4 



unknown [Gossypium hirsutum] 



S14701 tubulin beta-1 



27811 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4469007 

210 

1.0e-16 

139 

37 

(AL035602) UDP rhamnose-anthocyanidin-3-glucoside 
rhamnosyltransferase-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203895 

LIB3083-027-Q1-L1-D8 

BLASTX 

g267069 

476 

4.0e-48 

91 
96 

TUBULIN ALPHA- 2 / ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203896 

LIB3083-027-Q1-L1-E1 

BLASTX 

g4337175 

438 

2.0e-43 

131 

64 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


203897 


Seq. ID 


LIB3083-027-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


g4455222 


BLAST score 


278 


E value 


1.0e-24 


Match length 


116 


% identity 


53 


NCBI Description 


(AL035440) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


203898 


Seq. ID 


LIB3083-027-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


410 


E value 


2.0e-40 


Match length 


111 


% identity 


71 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


203899 


Seq. ID 


LIB3083-027-Q1-L1-E7 



27812 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3449322 

34 

1.0e-09 

160 

84 

Arabidopsis thaliana genomic DNA 7 chromosome 5, 
MXC17, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203900 

LIB3083-027-Q1-L1-E8 

BLASTN 

g995906 

55 

2.0e-22 

75 

93 

Gossypium hirsutum nonspecific lipid transfer protein 
precursor mRNA, complete cds 



C orr Kirs 


203901 




O/^rr Tn 


LIB3083-027-Q1-L1-F1 




IXltr L.X1UU 


BLASTX 






gl706958 




BLAST score 


572 




E value 


3.0e-59 




Match length 


135 




% identity 


77 




NCBI Description 


(U58284) cellulose synthase 


[Goss 


Seq. No. 


203902 




Seq. ID 


LIB3083-027-Q1-L1-F3 




Method 


BLASTX 




NCBI GI 


g3367536 




BLAST score 


253 




E value 


8.0e-22 




Match length 


65 




% identity 


78 




NCBI Description 


(AC004392) Contains similarity to 




protein F1N20.80 gi 2961343 


from , 




gb_AL022140. EST gb_T04695 


comes 




[Arabidopsis thaliana] 




Seq. No. 


203903 




Seq. ID 


LIB3083-027-Q1-L1-F5 




Method 


BLASTX 




NCBI GI 


g2494115 




BLAST score 


313 




E value 


8.0e-29 




Match length 


90 





[Gossypium hirsutum] 



thaliana BAC 



% identity 

NCBI Description 



70 

(AC002376) Strong similarity to Arabidopsis ATHSAR1 
(gb_M90418) . ESTs gb_T44122, gb_N65276, gb_AA041135 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



203904 

LIB3083-027-Q1-L1-F6 



27813 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl706958 

521 

2.0e-53 

101 

96 

(U58284) 



cellulose synthase [Gossypium hirsutum] 



203905 

LIB3083-027-Q1-L1-G11 

BLASTX 

g3126967 

161 

6.0e-ll 

131 
8 

(AF061807) polyubiquitin [Elaeagnus umbellata] 
203906 

LIB3083-027-Q1-L1-G2 

BLASTX 

g2239091 

219 

9.0e-18 

133 

40 

(Z84571) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 


203907 


Seq. ID 


LIB3083-027 


Method 


BLASTX 


NCBI GI 


g4510345 


BLAST score 


141 


E value 


1.0e-08 


Match length 


46 


% identity 


54 


NCBI Description 


(AC006921) 


Seq. No. 


203908 


Seq. ID 


LIB3083-027 


Method 


BLASTN 


NCBI GI 


gl66818 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


52 


% identity 


92 


NCBI Description 


Arabidopsis 


Seq. No. 


203909 


Seq. ID 


LIB3083-027 


Method 


BLASTX 


NCBI GI 


g218157 


BLAST score 


521 


E value 


3.0e-53 


Match length 


115 


% identity 


90 



27814 



NCBI Description (D13512) cytoplasmic aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203910 

LIB3083-027-Q1-L1-G8 

BLASTX 

g4098323 

659 

2.0e-69 

128 

95 

(U76746) beta-tubulin 



3 [Triticum aestivum] 



203911 

LIB3083-027-Q1-L1-H1 

BLASTX 

g2832625 

506 

2.0e-51 

129 

71 

(AL021711) putative protein [Arabidopsis thaliana] 
203912 

LIB3083-027-Q1-L1-H2 

BLASTX 

g4115925 

178 

6.0e-13 

49 

39 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N-2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 

203913 

LIB3083-027-Q1-L1-H3 

BLASTX 

g3377812 

482 

1.0e-48 

134 

71 

(AF076275) contains similarity to heavy-metal-associated 
domain containing proteins (Pfam: HMA. hm, score: 12.02) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203914 

LIB3083-027-Q1-L1-H4 

BLASTX 

g3511285 

247 

5.0e-21 

118 

48 

(AF081534) cellulose synthase 
tremula] 



[Populus alba x Populus 



27815 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203915 

LIB3083-027-Q1-L1-H5 

BLASTX 

g3929364 

390 

7.0e-38 

104 

75 

NADH- UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR 
(COMPLEX I-23KD) (CI-23KD) >gi_1076356_pir S52380 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 

>gi_666977_emb_CAA59061_ (X84318) NADH dehydrogenase 
[Arabidopsis thaliana] >gi_3152573 (AC002986) Match to 

NADH: ubiquinone oxidoreductase gb_X84318 from A. thaliana. 

ESTs gb_Z27005, gb_T04711, gb_T45078 and gb_Z28689 come 

from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203916 

LIB3083-027-Q1-L1-H8 

BLASTX 

g549060 

315 

4.0e-29 

108 

57 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 

>gi_631656_pir S43058 CCTeta protein eta chain - mouse 

>gi_468504_emb_CAA83274_ (Z31399) CCTeta, eta subunit of 
the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203917 

LIB3083-028-Q1-L1-A1 

BLASTX 

g2920839 

348 

7.0e-33 

127 

52 

(U95136) Os-FIERG2 gene product 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203918 

LIB3083-028-Q1-L1-A2 

BLASTX 

gl669573 

657 

4.0e-69 

134 

91 

(D88399) endosperm kinase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



203919 

LIB3083-028-Q1-L1-A3 

BLASTX 

g2920839 

373 

8.0e-36 



27816 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131 
53 

(U95136) 0S-FIERG2 gene product [Oryza sativa] 
203920 

LIB3083-028-Q1-L1-A4 

BLASTX 

g2944446 

393 

3.0e-38 

92 

76 

(AF050756) cysteine endopeptidase precursor [Ricinus 
communis] 



Seq. No. 


203921 


Seq. ID 


LIB3083-028-Q1-L1-A5 


Method 


BLASTX 


NCBI GI 


g2920839 


BLAST score 


344 


E value 


2.0e-32 


Match length 


127 


% identity 


52 


NCBI Description 


(U95136) OS-FIERG2 gene 


Seq. No. 


203922 


Seq. ID 


LIB3083-028-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


g2506139 


BLAST score 


385 


E value 


3.0e-37 


Match length 


101 


% identity 


75 


NCBI Description 


COATOMER DELTA SUBUNIT 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

203923 

LIB3083-028-Q1-L1-B1 

BLASTX 

gl35434 

244 

1.0e-20 

55 
84 

TUBULIN ALPHA-IB CHAIN (TUBULIN ALPHA-N CHAIN) 

>gi_84170_pir S02130 tubulin alpha chain - slime mold 

(Physarum polycephalum) >gi_1213632_emb_CAA28712_ (X05039) 
alpha- tubulin [Physarum polycephalum] 

203924 

LIB3083-028-Q1-L1-B2 

BLASTX 

g4539301 

143 

2.0e-09 
76 



27817 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

r k value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 

203925 

LIB3083-028-Q1-L1-B4 

BLASTX 

g3122232 

156 

2.0e-10 

99 
51 

MITOCHONDRIAL HEAT SHOCK 22 KD PROTEIN PRECURSOR 
>gi_1669866 (U72958) AtHSP23 . 6-mito [Arabidopsis thaliana] 
>gi_4454008_emb_CAA23061_ (AL035396) Arabidopsis 
mitochondrion-localized small heat shock protein 
(AtHSP2 3. 6-mito) [Arabidopsis thaliana] 

203926 

LIB3083-028-Q1-L1-B5 

BLASTX 

g3776560 

366 

5.0e-35 

84 

87 

(AC005388) Similar to gb_U51990 hPrpl8 (splicing factor) 
gene from Homo sapiens. [Arabidopsis thaliana] 

203927 

LIB3083-028-Q1-L1-B6 

BLASTX 

g4097547 

217 

2.0e-17 

113 

23 

(U64906) ATFP3 [Arabidopsis thaliana] 
203928 

LIB3083-028-Q1-L1-B7 

BLASTX 

g308906 

275 

2.0e-24 

103 

54 

(L18909) thioredoxin [Lilium longif lorum] 
203929 

LIB3083-028-Q1-L1-C3 

BLASTN 

g2829205 

116 

1.0e-58 

226 
68 



27818 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

203930 

LIB3083-028-Q1-L1-C4 

BLASTX 

g3702332 

172 

2.0e-12 

63 

51 

(AC005397) unknown protein [Arabidopsis thaliana] 
203931 

LIB3083-028-Q1-L1-C6 

BLASTX 

g2459445 

233 

2.0e-19 

87 

25 

(AC002332) putative ribonucleoprotein [Arabidopsis 
thaliana] 

203932 

LIB3083-028-Q1-L1-C7 

BLASTX 

g4008159 

594 

7 . Oe-62 

117 

93 

(AB015601) DnaJ homolog [Salix gilgiana] 
203933 

LIB3083-028-Q1-L1-C8 

BLASTX 

g3831451 

482 

4.0e-51 

123 
80 

(AC005700) putative O-GlcNAc transferase [Arabidopsis 
thaliana] 

203934 

LIB3083-028-Q1-L1-E2 

BLASTX 

g4336436 

411 

2.0e-40 

106 

71 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 
203935 

LIB3083-028-Q1-L1-E3 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

gl706956 

521 

3.0e-53 

103 

94 

(U58283) cellulose synthase [Gossypium hirsutum] 
203936 

LIB3083-028-Q1-L1-E4 

BLASTX 

g3482910 

318 

5.0e-30 

60 

87 

(AC003970) Similar to rice water stress induced protein 
gi_537404 [Arabidopsis thaliana] 

203937 

LIB3083-028-Q1-L1-E7 

BLASTX 

g2723477 

289 

5.0e-26 

67 

85 

(D89824) GTP-binding protein [Arabidopsis thaliana] 
203938 

LIB3083-028-Q1-L1-E8 

BLASTX 

g4406780 

653 

1.0e-68 

138 
86 

(AC006532) putative mult i spanning membrane protein 
[Arabidopsis thaliana] 

203939 

LIB3083-028-Q1-L1-F1 

BLASTX 

g3334147 

351 

3.0e-33 

125 

48 

ENDOCHITINASE 1 PRECURSOR >gi_14 69788 (U60197) class I 
chitinase [Gossypium hirsutum] 

203940 

LIB3083-028-Q1-L1-F3 

BLASTX 

g3608171 

452 

4.0e-45 
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Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



115 
78 

(D86306) proton-translocating inorganic pyrophosphatase 
[Cucurbita moschata] 

203941 

LIB3083-028-Q1-L1-F4 

BLASTX 

g2811025 

145 

3.0e-09 

58 

52 

ASPARTIC PROTEINASE PRECURSOR >gi_1944181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

203942 

LIB3083-028-Q1-L1-F5 

BLASTX 

g2924520 

455 

2.0e-45 

105 

86 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

203943 

LIB3083-028-Q1-L1-F7 

BLASTX 

g2129495 

647 

6.0e-68 

136 

89 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 

203944 

LIB3083-028-Q1-L1-G1 

BLASTX 

g2129495 

311 

2.0e-33 

139 

57 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 

203945 

LIB3083-028-Q1-L1-G11 

BLASTX 

gl706956 

159 

1.0e-10 
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Match length 


109 


% identity 


41 


NCBI Description 


(U58283) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


203946 


Seq. ID 


LIB3083-028-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g3785995 


BLAST score 


366 


E value 


4.0e-35 


Match length 


118 


% identity 


60 


NCBI Description 


(AC0054 99) unknown protein [Arabidopsis thaliana] 


Seq* No. 


203947 


Seq. ID 


LIB3083-028-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g3128176 


BLAST score 


244 


E value 


1.0e-20 


Match length 


86 


% identity 


57 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 


Seq. No. 


203948 


Seq. ID 


LIB3083-028-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g2980767 


BLAST score 


426 


E value 


5.0e-42 


Match length 


135 


% identity 


67 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 


Seq. No. 


203949 


Seq. ID 


LIB3083-028-Q1-L1-G7 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


180 


E value 


1.0e-96 


Match length 


375 


% identity 


49 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete cds 


Seq. No. 


203950 


Seq. ID 


LIB3083-028-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


619 


E value 


9.0e-65 


Match length 


119 


% identity 


97 


NCBI Description 


TUBULIN ALPHA-1 CHAIN >gi 2119270 pir S60233 alph 




- garden pea >gi_525332 (U12589) alpha-tubulin [Pi 




sativum] 


Seq. No. 


203951 
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Seq. ID 


LIB3083-028-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g2098709 


BLAST score 


491 


E value 


1.0e-49 


Match length 


137 


% "1 d^ntitv 


76 


NCBI Description 


(U82975) pectinesterase [Citrus sinensis] 


Seq. No. 


203952 


Seq. ID 


LIB3083-028-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


g2098709 


BLAST score 


296 


E value 


7.0e-27 


Match length 


126 


% identitv 


57 


NCBI Description 


(U82975) pectinesterase [Citrus sinensis] 


Seq. No. 


203953 


Seq. ID 


LIB3083-028-Q1-L1-H5 




BLASTX 


NCBI GI 


gl019946 


BLAST score 


607 




3.0e-63 


M^'hr'h 1 pnerth 

L J.CL Lr\^L± _L \^ A i. >-J 


123 


% *i dpn t" "i t" v 


94 


NCBI Description 


(U37060) ascorbate peroxidase [Gossypium hirsutum] 


Seq. No. 


203954 


Seq. ID 


LIB3083-029-Q1-L1-E10 




BLASTX 


NCBI GI 


g4455217 


BLAST score 


309 


E value 


2.0e-28 


Match lencrth 


64 


& identitv 


75 


NPRT Dp sprint ion 


(AL035440) Avr9 elicitor response like protein [Arabidopsi 


thaliana] 


Seq. No. 


203955 


Seq. ID 


LIB3083-029-Q1-L1-E11 


Method 


BLASTN 


NCBI GI 


gl403523 


BLAST score 


48 


K value 


6.0e-18 


MatT'h lencrth 


104 


& -i rionl" i 1~ v 


87 


NCBI Description 


Plasmid pIJ2581 tsr & glkA genes 


Seq. No. 


203956 


Seq. ID 


LIB3083-029-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g2500520 


BLAST score 


552 


E value 


5.0e-61 


Match length 


141 
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% identity 

NCBI Description 



90 

EUKARYOTIC INITIATION FACTOR 4A-14 (EIF-4A-14) 
>gi_485943_ernb_CAA55742__ (X79141) NeIF-4A14 [Nicotiana 
tabacum] 



Seq. No. 203957 

Seq. ID LIB3083-029-Q1-L1-F4 

Method BLASTX 

NCBI GI g4314390 





153 


E value 


5.0e-10 


Match length 


61 




49 


moot Docnrinfi nn 


(AC006232) putative calcium binding protein [Arabid 






oeq. iNO. 




oeq. id 


T TR^OR^-OPQ-OI -T.I -G10 




RT.A^TX 






BLAST score 


218 


E value 


1.0e-17 


jyiarcn xengm 




% identity 


ft 1 
OX 


NLbi Descrxprxon 


f arofi r^q ^ \ unknown nrofpi n FArabidonsis thaliana] 


Seq. No. 


on *^qcl q 


Seq. ID 


t TR^nfi ^— no Q~m —T.i — ni 1 

LiIIjjUO J UiJ v-L OXX 


LyicLnou 


RT.A9TX 


NUbX 




Dij/ioi score 


ft 
*± o 


E value 


2.0e-56 


Match length 


130 


% identxty 


7ft 


wcbx uescrxprxon 


/ znrmi ft Qfn <3nl -fi i-o rpHnrfasp fPrunus anneniacal 


beq. wo. 




Seq. ID 


iilDJUO J UZ J Xj X 


Metnoa 


AT AQTY 
iSXi/iD X A 


MPRT (IT 


a451544 

y ^ -l »j ^ 


BLAST score 


206 


E value 


3.0e-16 


Match length 


43 


% identity 


91 


NCBI Description 


(U04267) proline-rich cell wall protein [Gossypium 




barbadense] 


Seq. No. 


203961 


Seq. ID 


LIB3083-029-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g630801 


BLAST score 


194 


E value 


7.0e-15 


Match length 


43 



% identity 86 

NCBI Description tubulin beta chain - common limpet 

>gi_1335661_emb_CAA55979_ (X79469) beta tubulin [Patella 



27824 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vulgata] 
203962 

LIB3083-029-Q1-L1-H10 

BLASTX 

g2462931 

207 

2.0e-16 

77 
57 

(Z83833) UDP-glucose: sterol glucosyltransf erase 
[Arabidopsis thaliana] 



beq. no* 


Z U J JO J 


Seq- ID 


LIB3083-029-Q1-L1-H4 


Method 


BLASTX 


NOnl val 


y z oz j?z u 


BiiAbi score 




E value 




Match lengtn 


0 / 


% identity 


o D 


NCBI Description 


/ 7\ TPHA A 0 O A \ +- ran q for nrnf Pin nrPPlirSOr f Go S S VP j UIU 
\ri£ U 4 4 Z U 4 J lipiU LI. alio lei pjHJ Lgj_ii jjicuuioui |_<ow , ~>L_>_y.b'/_i-i' J . 


XlHroUuUiLLJ 


Seq. No. 


203964 


Seq. ID 


LIB3083-029-Q1-L1-H5 


Method 


DliiiO 1 A 


NCBI GI 


go4 oiu / o 


BLAST score 


loz 


E value 




Match lengtn 


11/1 


% identity 


O Q 

zo 


NLbi Description 


f at n^i "39 fi^ nnfaHvp nrotein TArabidoosis thaliana] 


Seq. No. 


203965 


Seq. ID 


LIB3083-029-Q1-L1-H6 


Method 


tSJuiiO 1 A 


NCBI GI 


gZ 1U4 DO 1 


BLAST score 


loz 


E value 


1.0e-15 


Match length 


108 


% identity 


55 


NCBI Description 


(X97907) transcription factor [Vicia faba] 


Seq. No. 


203966 


Seq. ID 


LIB3083-030-Q1-L1-A2 


Method 


BLASTN 


NCBI GI 


g3108252 


BLAST score 


187 


E. value 


1.0e-101 


Match length 


329 


% identity 


90 


NCBI Description 


Gossypium barbadense clone pXP039 repetitive DNA sequence 


Seq. No. 


203967 


Seq. ID 


LIB3083-030-Q1-L1-A3 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4559381 
449 

8.0e-45 

122 

70 

(AC006526) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203968 

LIB3083-03Q-Q1-L1-A6 

BLASTX 

g421941 

326 

3.0e-30 

75 

83 

GTP-binding protein, ras-related - common tobacco 
>gi_29"6878_emb_CAA50609_ (X71609) ras-related GTP-binding 
protein [Nicotiana tabacum] 



C /-v /-t Ma 

o e q • wUi 


Z. Ks *J .7 U J 


oeq. ±u 




1 V 1C LUUU 






gx±iCJ 




1 CI 
lul 


E value 


7.0e-ll 


Match length 


54 


% identity 


d y 


NCBI Description 


unau proLem 


o€q . JNO . 


^ U -D _? / U 


beq. lu 


t TTa^np^— n*^n— m — t i — z\q 

LIdjUOj UjU JU-l ri.O 


Method 






all43223 


BLAST score 


265 


E value 


1.0e-147 


Match length 


303 


% identity 


28 


NCBI Description 


Gossypium barbadense 


Seq. No. 


203971 


Seq. ID 


LIB3083-030-Q1-L1-B1 


Method 


BLASTX 


NCBI GI 


g3482918 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


32 


% identity 


97 


NCBI Description 


(AC003970) Similar to 




thaliana] 


Seq. No. 


203972 


Seq. ID 


LIB3083-030-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g4406780 


BLAST score 


322 


E value 


8.0e-30 


Match length 


59 



-2 gene, complete cds 



Similar to ATP-citrate-lyase [Arabidopsis 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

203973 

LIB3083-030-Q1-L1-B3 

BLASTX 

g2914703 

258 

3.0e-22 

78 

62 

(AC003974) unknown protein [Arabidopsis thaliana] 
203974 

LIB3083-030-Q1-L1-B6 

BLASTN 

g2244735 

300 

1.0e-168 

368 
96 

Cotton mRNA for expansin, clone CF631, partial cds 
203975 

LIB3083-030-Q1-L1-C2 

BLASTN 

g2921331 

77 

2.0e-35 

181 

85 

Gossypium hirsutum MYB-like DNA-binding domain protein 
(Cmy-D) mRNA, complete cds 

203976 

LIB3083-030-Q1-L1-C3 

BLASTX 

g3335349 

365 

4.0e-37 

122 

65 

(AC004512) Similar to gb_U46691 putative chromatin 
structure regulator (SUPT6H) from Homo sapiens. ESTs 
gb_T42908, gb_AA586170 and gb_AA395125 come from this gene. 
[Arabidopsis thaliana] 

203977 

LIB3083-030-Q1-L1-C7 

BLASTN 

g4220631 

34 

2.0e-09 

53 
25 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
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Seq. No. 
Seq. ID 
Method 



K5J14, complete sequence [Arabidopsis thaliana] 
203978 

LIB3083-030-Q1-L1-D2 
BLASTX 



MPDT (IT 


a3511285 




596 


EJ val u.o 


6.0e-62 


Mp'tT'hi 1 print" Vl 


145 


% identity 


78 


KTPRT np^rfi ntion 

XN^XJJL L/C O ^ J — L.X vll 


(AF081534) cellulose synthase [Populus alba x 


tremula] 




203979 


C orT Tf) 


LIB3083-030-Q1-L1-D5 


i v ie uikju. 


RLASTX 


NPRT QT 


g2104959 


dt 7\ C T 1 ar»r\r*o 
OXxriD 1 oUUIc 


337 


T TT *~\ "111 /™\ 

J1j Value 




Maf 1 c±r\ rr+" p. 
L v la L. Uil J.Clly Lll 


73 


•6 lQcllLlLy 




NCBI Description 


(U96925) immunophilin [Vicia faba] 


beq. wo. 




O n r*r T Pi 

beq. id 


T TR^flft ^-D?n-Ol -T,1 -D7 


Metnoa 


Dluf-lO X A 


JNUrSl bl 


a?098709 


BLAST score 


9 R£ 
ZOO 


E value 


1 • ^ o 


iYiatcn leny lii 


i j 


% io.eiiL.iuy 




NCBI Description 


(U82975) pectinesterase [Citrus sinensis] 


oeq. iMo . 




beq* Lu 


T.TR^nR^-0^fJ-Ol-Ll-D8 


Method 


xjxxriO x /x 


MPDT (ZT 

JNUxSl bl 




rsiiAbi score 


6H9 


E value 




l v la.Lwll ieiiyL.il 


115 


% identity 




NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


beq. lno. 




beq. id 


T tr^op^— n?n-m —T.I —FA 

LlDJuO J U JU Si- 1 - XjX. Xj*a 


Method 






al354849 


BLAST score 


381 


E value 


1.0e-36 


Match length 


111 


% identity 


62 


NCBI Description 


(U57350) epoxide hydrolase [Nicotiana tabacurrf 


Seq. No. 


203983 


Seq. ID 


LIB3083-030-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


g2501572 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



566 

2.0e-58 

155 

72 

LATE EMBRYOGENES I S ABUNDANT PROTEIN EMB8 >gi_1350545 
(L47118) EMB8 gene product [Picea glauca] 

203984 

LIB3083-030-Q1-L1-F1 

BLASTX 

g4140398 

198 

3.0e-15 

52 
65 

(AF081794) sterol-C5 (6) -desaturase [Nicotiana tabacum] 
203985 

LIB3083-030-Q1-L1-F2 

BLASTX 

g267070 

298 

6.0e-27 

57 
98 

TUBULIN ALPHA- 6 CHAIN >gi_282852_pir JQ1597 tubulin 

alpha-6 chain - Arabidopsis thaliana >gi_166920 (M84699) 
TUA6 [Arabidopsis thaliana] >gi_2244853_emb_CAB10275_ 
(Z97337) tubulin alpha-6 chain (TUA6) [Arabidopsis 
thaliana] 

203986 

LIB3083-030-Q1-L1-F4 

BLASTX 

gll73209 

482 

2.0e-48 

99 

95 

4 OS RIBOSOMAL PROTEIN S16 >gi_541835_pir S41193 ribosomal 

protein S16 protein - upland cotton 

>gi_439654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 

203987 

LIB3083-030-Q1-L1-G1 

BLASTX 

g2995949 

506 

2.0e-51 

109 
76 

(AF053563) ubiquitin [Mesembryanthemum crystallinum] 
203988 

LIB3083-030-Q1-L1-G2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914559 
275 

3.0e-24 

74 
74 

RAS- RELATED PROTEIN RAB7 
max] 



>gi 414834 (L14930) Rab7p [Glycine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203989 

LIB3083-030-Q1-L1-G3 

BLASTX 

g3157931 

456 

2.0e-45 

99 

89 

(AC002131) Similar to pyrophosphate-dependent 
phosphofuctokinase beta subunit gb_Z32850 from Ricinus 
communis, ESTs gb_N65773, gb_N64925 and gb_F15232 come 
from this gene. [Arabidopsis thaliana] 



Seq. No* 




beq. iJJ 


t TFnna^-o^o-oi -L1-G6 


Metnoa 




NCBI GI 


g2500378 


BLAST score 


383 


E value 


o . ue J / 


Match length 


q a 


% identity 


/ y 


NCBI Description 


DUo I\X OwOvJLYlraij IT S\\J X EiJ_Dt Jj J / 


Seq. No. 


203991 


Seq. ID 


LIB3083-030-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


gl915960 


BLAST score 


157 


E value 


4.0e-17 


Match length 


88 


% identity 


64 


NCBI Description 


(Y07 636) peptidylprolyl i 


Seq. No. 


203992 


Seq. ID 


LIB3083-030-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g3688181 


BLAST score 


564 


E value 


4.0e-58 


Match length 


157 


% identity 


71 


NCBI Description 


(AL031804) putative prote 




thaliana] 


Seq. No. 


203993 


Seq. ID 


LIB3083-030-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


gl652591 


BLAST score 


284 



[Triticum aestivum] 



[Arabidopsis 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-25 

127 

43 

(D90906) chloroplast import-associated channel IAP75 
[Synechocystis sp.] 

203994 

LIB3083-030-Q1-L1-H7 

BLASTX 

gl518540 

205 

5.0e-16 

56 
71 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
203995 

LIB3083-031-Q1-L1-A1 

BLASTX 

g464840 

285 

1.0e-25 

55 

100 

TUBULIN ALPHA- 1 CHAIN >gi_421781_pir S32666 tubulin 

alpha-1 chain - fern (Anemia phyllitidis) 
>gi__296494_emb__CAA48927_ (X69183) alpha tubulin [Anemia 
phyllitidis] 

203996 

LIB3083-031-Q1-L1-A2 

BLASTX 

gll62986 

186 

6.0e-14 

34 

100 

(M32430) beta-2 tubulin [Lytechinus pictus] 
203997 

LIB3083-031-Q1-L1-A5 

BLASTX 

g3421123 

163 

2.0e-ll 

38 

79 

(AF043538) 20S proteasome beta subunit PBG1 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



203998 

LIB3083-031-Q1-L1-A9 

BLASTX 

g3212879 

330 

8.0e-31 
70 
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% identity 83 

NCBI Description (AC004005) putative ribosomal protein L7 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
203999 

LIB3083-031-Q1-L1-B12 

BLASTX 

g4544403 

241 - 

2.0e-20 

67 

63 

(AC007047) putative glucan endo-1, 3-beta-D-glucosidase 
precursor [Arabidopsis thaliana] 

204000 

LIB3083-031-Q1-L1-B2 
BLASTX 
"g267079 
252 

1.0e-21 

47 

100 

TUBULIN BETA- 6 CHAIN >gi_320187_pir JQ1590 tubulin beta-6 

chain - Arabidopsis thaliana >gi_166904 (M84703) beta-6 
tubulin [Arabidopsis thaliana] 

204001 

LIB3083-031-Q1-L1-B4 
BLASTX 
g2304971 
165 

2.0e-ll 
78 
47 

(U82828) ATM [Homo sapiens] 



204002 

LIB3083-031-Q1-L1-B5 

BLASTX 

gl706956 

611 

1.0e-63 

139 

86 

(U58283) cellulose synthase 



[Gossypium hirsutum] 



204003 

LIB3083-031-Q1-L1-B9 

BLASTX 

g4454043 

422 

1.0e-41 

118 
69 

(AL035394) putative .receptor kinase 



[Arabidopsis thaliana] 
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Seq. No. 


r\ A Jl A A /I 

204004 


Seq. ID 


LIB3083-031-Q1-L1-C12 


Method 


BLASTN 


NCBI GI 


gl8483 


BLAST score 


43 


E value 


4.0e-15 


Match length 


83 


% identity 


88 


NCBI Description 


Cotton mRNA for cottonseed catalase summit 1 (EC 1.11 


Seq. No. 


204005 


Seq. ID 


LIB3083-031-Q1-L1-C7 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


256 


E value 


l.Oe-142 


Match length 


335 


% identity 


62 


NCBI Description 


Gossypium hirsutum cultivar Siokra 1-2 proline-rich pr< 




precursor (PRP) mRNA, complete cds 


Seq. No. 


204006 


Seq. ID 


LIB3083-031-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


240 


E value 


3.0e-20 


Match length 


59 


% identity 


76 


NCBI Description 


(Y15430) adenosine kinase [Physcomitrella patens] 


Seq. No. 


204007 


Seq. ID 


LIB3083-031-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g3395440 


BLAST score 


170 


E value 


4.0e-12 


Match length 


78 


% identity 


40 


NCBI Description 


(AC004 683) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


204008 


Seq. ID 


LIB3083-031-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


g217909 


BLAST score 


350 


E value 


3.0e-33 


Match length 


74 


% identity 


95 


NCBI Description 


(D14044) glycolate oxidase [Cucurbita sp.] 


Seq. No. 


204009 


Seq. ID 


LIB3083-031-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g2583126 


BLAST score 


424 


E value 


3.0e-48 
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Match length 139 
% identity 71 

NCBI Description (AC002387) putative 
thaliana] 




DNA repair protein (RAD57) [Arabidopsis 



Seq. No, 204010 

Seq. ID LIB3083-031-Q1-L1-D4 

Method BLASTX 

NCBI GI g3036811 

BLAST score 270 

E value 2.0e-31 

Match length 105 

% identity 63 

NCBI Description (AL022373) Calcium-dependent serine/threonine protein 
kinase [Arabidopsis thaliana] 

Seq. No. 204011 

Seq. ID LIB3083-031-Q1-L1-D8 

Method BLASTX 

NCBI GI g3935181 

BLAST score 203 

E value 5.0e-16 

Match length 41 

% identity 90 

NCBI Description (AC004557) F17L21.24 [Arabidopsis thaliana] 

Seq. No. 204012 

Seq. ID LIB3083-031-Q1-L1-E4 

Method BLASTX 

NCBI GI g4455198 

BLAST score 296 

E value 9.0e-27 

Match length 103 

% identity 64 

NCBI Description (AL035440) putative protein [Arabidopsis thaliana] 

Seq. NO. 204013 

Seq. ID LIB3083-031-Q1-L1-E8 

Method BLASTX 

NCBI GI g3434971 

BLAST score 202 

E value 7.0e-16 

Match length 95 

% identity 54 

NCBI Description (AB008105) ethylene responsive element binding factor 3 
[Arabidopsis thaliana] 

Seq. No. 204014 

Seq. ID LIB3083-031-Q1-L1-F10 

Method BLASTX 

NCBI GI g3822036 

BLAST score 198 

E value 2.0e-15 

Match length 112 

% identity 43 

NCBI Description (AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 



27834 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204015 

LIB3083-031-Q1-L1-F6 

BLASTX 

g4490735 

142 

1.0e-08 

46 

61 

(AL035708) putative protein [Arabidopsis thaliana] 
204016 

LIB3083-031-Q1-L1-F9 

BLASTX 

g3201554 

465 

1.0e-46 

109 

75 . 
(AJ006501) beta-D-glucosidase [Tropaeolum ma]us] 



204017 

LIB3083-031-Q1-L1-G1 

BLASTX 

g729508 

247 

3.0e-21 

77 

65 

NARINGENIN, 2 -OXOGLUT ARATE 
( FLAVONONE - 3 -H Y DROX YLAS E 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3 - D I OXYGENAS E 

( FHT ) >gi_4 9902 0_emb__CAA5 3 5 7 9_ 



(X75965) flavanone 3-hydroxylase [Vitis vinifera] 
204018 

LIB3083-031-Q1-L1-G7 

BLASTX 

g2244860 

212 

5.0e-17 

91 
53 

(Z97337) cucumisin [Arabidopsis thaliana] 
204019 

LIB3083-031-Q1-L1-G8 

BLASTX 

gl717950 

283 

3.0e-25 

52 

90 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 2 
PRECURSOR (RIESKE IRON- SULFUR PROTEIN 2) (RISP2 ) >gi_530052 
(L16810) Rieske iron-sulfur protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 



204020 

LIB3083-031-Q1-L1-H3 
BLASTX 
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g!076696 
261 

l.Oe-22 

57 
79 

cyprosin - cardoon >gi_556819_emb_CAA57510_ (X81984) 
cyprosin [Cynara cardunculus] 

Seq. No. 204021 

Seq. ID LIB3083-031-Q1-L1-H5 

Method BLASTX 

NCBI GI g2829204 

BLAST score 273 

E value 2.0e-24 

Match length 51 

% identity 100 

NCBI Description (AF044204) lipid transfer protein precursor [Gossypium 
hirsutum] 

204022 

LIB3083-031-Q1-L1-H7 
BLASTX 
gl346172 
143 

7.0e-09 

37 
81 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 
>gi_170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 

204023 

LIB3083-037-Q1-G1-A11 
BLASTX 
g2129495 
652 

1.0e-68 

135 
90 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 

Seq. No. 204024 

Seq. ID LIB3083-037-Q1-G1-A2 

Method BLASTN 

NCBI GI g343239 

BLAST score 139 

E value 3.0e-72 

Match length 385 

% identity 87 

NCBI Description Mustard (S.alba) chloroplast 16S rRNA, 5 1 end, and Val-tRNA 

Seq. No. 204025 

Seq. ID LIB3083-037-Q1-G1-A4 

Method BLASTX 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2500194 
703 

2.0e-74 

140 

94 

RAC-LIKE GTP BINDING PROTEIN ARAC5 >gi_1293668 (U52350) 
GTP-binding protein [Arabidopsis thaliana] 

204026 

LIB3083-037-Q1-G1-A6 

BLASTX 

gl747296 

509 

8.0e-52 

131 

73 

(D45384) vacuolar ^--pyrophosphatase [Oryza sativa] 
>gi_3298476_dbj_BAA31524_ (AB012766) ovp2 [Oryza sativa] 

204027 

LIB3083-037-Q1-G1-A7 

BLASTX 

g3421090 

624 

3.0e-65 

126 

95 

(AF043525) 20S proteasome subunit PAE2 [Arabidopsis 
thaliana] 



Seq. No. 


204028 


Seq. ID 


LIB3083-037-Q1-G1- 


Method 


BLASTX 


NCBI GI 


gl402888 


BLAST score 


403 


E value 


2.0e-39 


Match length 


125 


% identity 


66 


NCBI Description 


(X98130) unknown 


Seq. No. 


204029 


Seq. ID 


LIB3083-037-Q1-G1- 


Method 


BLASTX 


NCBI GI 


g3063448 


BLAST score 


456 


E value 


1.0e-45 


Match length 


117 


% identity 


71 


NCBI Description 


(AC003981) F22013 


Seq. No. 


204030 


Seq. ID 


LIB3083-037-Q1-G1 


Method 


BLASTX 


NCBI GI 


g4417283 


BLAST score 


242 


E value 


1.0e-20 


Match length 


108 
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% identity 46 _ , , 

NCBI Description (AC007019) putative cytochrome p450 [Arabidopsis thalianaj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204031 

LIB3083-037-Q1-G1-B3 

BLASTX 

g4539330 

214 

4.0e-17 

98 

53 

(AL035679) putative receptor-like protein kinase (fragment, 
[Arabidopsis thaliana] 



Seq. No, 204032 

Seq. ID LIB3083-037-Q1-G1-B6 

Method BLASTX 

NCBI GI g4371292 

BLAST score 359 

E value 3.0e-34 

Match length 134 

% identity 55 t 
NCBI Description (AC006260) unknown protein [Arabidopsis thaliana] 

Seq. No. 204033 

Seq. ID LIB3083-037-Q1-G1-B7 

Method BLASTX 

NCBI GI g4049349 

BLAST score 418 

E value 4.0e-41 

Match length 122 

% identity 66 

NCBI Description (AL034567) ubiquinol- cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

Seq. No. 204034 

Seq. ID LIB3083-037-Q1-G1-C10 

Method BLASTX 

NCBI GI g!619602 

BLAST score 154 

E value 1.0e-10 

Match length 62 

% identity 56 

NCBI Description (Y08726) MtN3 [Medicago truncatula] 

Seq. No. 204035 

Seq. ID LIB3083-037-Q1-G1-C11 

Method BLASTX 

NCBI GI g4115377 

BLAST score 454 

E value 2.0e-45 

Match length 106 

% identity 79 ( 
NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 204036 

Seq. ID LIB3083-037-Q1-G1-C3 



27838 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464849 

379 

5.0e-37 

79 

96 

TUBULIN ALPHA CHAIN >gi_48 6847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA4 7 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

204037 

LIB3083-037-Q1-G1-C5 

BLASTX 

gl465818 

141 

7.0e-15 

49 
72 

(U64855) coded for by C. elegans cDNA CEESS16F; coded for 
by C. elegans cDNA yk76bl0.3; coded for by C. elegans cDNA 
ykl4d4.3; coded for by C. elegans cDNA CEESS16F; coded for 
by C. elegans cDNA yk49all.5; coded for by C. elegans cDNA 
yk48c6 



beq. No. 


zU4Uoo 


Seq. ID 


LIB3083-037-Q1-G1-C6 


Method 


BLASTX 




g4 o±u jo o 


BLAST score 


440 


E value 


1.0e-43 


Match length 


90 


% identity 


91 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 


Seq. No. 


204039 


Seq. ID 


LIB3083-037-Q1-G1-C7 


Method 


BLASTX 


NCBI GI 


g870711 


BLAST score 


261 


E value 


3.0e-23 


Match length 


66 


% identity 


71 


NCBI Description 


(L39267) biotin carboxylase [Ricinus communis] 




>gi_1582355_prf 2118337B Ac-CoA carboxylase : SUBUNIT 




carboxylase [Ricinus communis] 


Seq. No. 


204040 


Seq. ID 


LIB3083-037-Q1-G1-C8 


Method 


BLASTX 


NCBI GI 


g4490758 


BLAST score 


187 


E value 


5.0e-14 


Match length 


66 


% identity 


48 


NCBI Description 


(AL035708) putative protein [Arabidopsis thaliana] 


Seq. No. 


204041 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-037-Q1-G1-D11 

BLASTN 

gll43223 

115 

6.0e-58 

343 

50 

Gossypium barbadense FbLate-2 gene, complete cds 
204042 

LIB3083-037-Q1-G1-D12 

BLASTX 

g3757514 

254 

3.0e-22 

62 

81 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

204043 

LIB3083-037-Q1-G1-D5 

BLASTX 

g3135277 

154 

3.0e-10 

94 
44 

(AC003058) hypothetical protein [Arabidopsis thaliana] 
>gi_4191776 (AC005917) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204044 

LIB3083-037-Q1-G1-D7 

BLASTX 

g4467111 

460 

5.0e-46 

138 

69 

(AL035538) putative protein [Arabidopsis thaliana] 
204045 

LIB3083-037-Q1-G1-D8 

BLASTX 

g267069 

670 

1.0e-70 

126 

98 

TUBULIN ALPHA- 2 / ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



204046 

LIB3083-037-Q1-G1-E10 
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BLASTX 
g267069 
403 

1.0e-39 

84 
88 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi__166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

Seq. No. 204047 

Seq. ID LIB3083-037-Q1-G1-E2 

Method BLASTX 

NCBI GI g3882081 

BLAST score 653 

E value 1.0e-68 

Match length 136 

% identity 38 

NCBI Description (AJ012552) polyubiquitin [Vicia faba] 

Seq. No. 204048 

Seq. ID LIB3083-037-Q1-G1-E8 

Method BLASTX 

NCBI GI g2459448 

BLAST score 280 

E value 3.0e-25 

Match length 82 

% identity 66 . 

NCBI Description (AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 204049 

Seq. ID LIB3083-037-Q1-G1-F10 

Method BLASTX 

NCBI GI^ g3201969 

BLAST score 354 

E value 8.0e-34 

Match length 87 

% identity 68 

NCBI Description (AF068332) submergence induced protein 2A [Oryza sativa] 

Seq. No. 204050 

Seq. ID LIB3083-037-Q1-G1-F11 

Method BLASTX 

NCBI GI g2739365 

BLAST score 225 

E value 1.0e-18 

Match length 82 

% identity 51 

NCBI Description (AC002505) unknown protein [Arabidopsis thaliana] 



Seq. No. 204051 

Seq. ID LIB3083-037-Q1-G1-F12 

Method BLASTX 

NCBI GI g2129499 

BLAST score 152 



27841 




3.0e-10 

97 
44 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

Seq. No. 204052 

Seq. ID LIB3083-037-Q1-G1-F2 

Method BLASTX 

NCBI GI gll99467 

BLAST score 317 

E value 2.0e-29 

Match length 100 

% identity 64 

NCBI Description (D64155) possible aldehyde decarbonylase [Arabidopsis 
thaliana] 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204053 

LIB3083-037-Q1-G1-F6 

BLASTX 

g3914449 

583 

2.0e-60 

123 

93 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi 3172331 (AF041258) 26S proteasome subunit 7 [Prunus 
persica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204054 

LIB3083-040-Q1-G1-A1 

BLASTX 

g4522009 

315 

5.0e-29 
94 
60 

(AC007069 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204055 

LIB3083-040-Q1-G1-A2 

BLASTX 

gl00226 

222 

4.0e-18 

130 
40 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf_1909366A Leu zipper protein 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



204056 

LIB3083-040-Q1-G1-A3 

BLASTN 

g434344 

63 



27842 



E value 8.0e-27 

Match length 103 

% identity 90 

NCBI Description A.thaliana (Columbia) mRNA for S18 ribosomal protein 
(641bp) 

Seq. No. 204057 

Seq. ID LIB3083-040-Q1-G1-A4 

Method BLASTX 

NCBI GI g4567310 

BLAST score 207* 

E value 2.0e-16 

Match length 100 

% identity 47 

NCBI Description (AC005956) unknown protein [Arabidopsis thaliana] 

Seq. No. 204058 

Seq. ID LIB3083-040-Q1-G1-A6 

Method BLASTX 

NCBI GI gl705678 

BLAST score 242 

E value 1.0e-20 

Match length 57 

% identity 86 

NCBI Description CELL DIVISION CYCLE PROTEIN 48 HOMOLOG {VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 

Seq. No. 204059 

Seq. ID LIB3083-040-Q1-G1-B1 

Method BLASTX 

NCBI GI g2661840 

BLAST score 172 

E value 2.0e-21 

Match length 99 

% identity 57 

NCBI Description (Y15430) adenosine kinase [Physcomitrella patens] 

Seq. No. 204060 

Seq. ID LIB3083-040-Q1-G1-B3 

Method BLASTX 

NCBI GI g2827699 

BLAST score 215 

E value 2.0e-17 

Match length 105 

% identity 48 

NCBI Description (AL021684) predicted protein [Arabidopsis thaliana] 

Seq. No. 204061 

Seq. ID LIB3083-040-Q1-G1-B4 

Method BLASTX 

NCBI GI g2129533 

BLAST score 492 

E value 9.0e-50 

Match length 139 

% identity 68 

NCBI Description adenine nucleotide translocase - Arabidopsis thaliana 



27843 



>gi_1051109_emb_CAA89201_ (Z49227) adenine nucleotide 
translocase [Arabidopsis thaliana] 



Seq, No, 


204062 


beq. iu 


LIB3083-040-Q1-G1-D2 


Method 


BLASTX 


NCBI GI 


g2618701 


BLAST score 


168 


E value 


3.0e-18 


Match length 


111 


% identity 


47 


NCBI Description 


(AC002510) hypothetical orotein TArabidoosis thalinnal 


Seq. No, 


204063 


beq. iu 


LIB3083-040-Q1-G1-D5 


Method 


BLASTX 


NCBI GI 


g4539422 


BLAST score 


499 


E value 


2.0e-59 


Match length 


133 


% identity 


80 


NCBI Description 


(AL049171) outative orotein fArabi Hnn<;i ^ t-hal i ^nsl 


Seq. No. 


204064 


Seq, ID 


LIB3083-040-Q1-G1-E3 


Method 


BLASTX 


NCBI GI 


g2911075 


BLAST score 


249 


E value 


3.0e-21 


Match length 


86 


% identity 


58 


NCBI Description 


(AL021960) outative orotein FArahi rinncsi f hal i ^nal 


Seq. No. 


204065 


Seq, ID 


LIB3083-040-Q1-G1-E5 


Method 


BLASTX 


NCBI GI 


gl34613 


BLAST score 


239 


E value 


4.0e-20 


Match length 


46 


% identity 


98 


NCBI Description 


SUPEROXIDE DISMUTASE-2 (CU-ZN) >ai 82727 ni r A9Q077 




suoeroxide d"i smut a<?p fFP 1 1^1 1 \ ^Pn-7ni 9 IT -7q 




•^y- 1 - j.uuu£,u ^ruy^juj oupciuAiue QisinuLaSc z |_Ziea iuaysj 




>ai 168622 (M151751 SOD? nrn1-Pin r7« maucl 


Seq. No. 


204066 


Seq. ID 


LIB3083-040-Q1-G1-F3 


Method 


BLASTX 


NCBI GI 


g3024501 


BLAST score 


257 


E value 


3.0e-22 


Match length 


65 


% identity 


75 



NCBI Description RAS-RELATED PROTEIN RAB11C >gi_137014 6_emb_CAA98179 
(273951) RAB11C [Lotus japonicus] 

27844 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



204067 

LIB3083-040-Q1-G1-F5 

BLASTX 

g2764574 

430 

1.0e-42 

117 

68 

(AJ001009) pore protein of 24 



kD (OEP24) [Pisum sativum] 



204068 

LIB3083-040-Q1-G1-F7 

BLASTX 

g2980788 

148 

2.0e-09 

87 

40 

(AL022197) putative protein [Arabidopsis thaliana] 



204069 

LIB3083-040-Q1-G1-G1 

BLASTX 

gl729851 

178 

1.0e-13 

42 

79 

TUBULIN BETA CHAIN >gi_1263904_emb_CAA56936_ 
beta-tubulin [Rhynchosporium secalis] 



(X81046) 



204070 

LIB3083-040-Q1-G1-G2 

BLASTX 

g231496 

666 

4.0e-70 

144 

90 

ACTIN 58 >gi_100421_pir S20094 actin - potato 

>gi_21536_emb_CAA39278_ (X55749) actin [Solanum tuberosum] 

204071 

LIB3083-040-Q1-G1-G3 

BLASTX 

g3269288 

480 

2.0e-48 

131 

73 

(AL030978) putative protein [Arabidopsis thaliana] 
204072 

LIB3083-040-Q1-G1-H10 

BLASTX 

g2695711 

199 



27845 



£> vaiue 




ixiaucn l^ngtn 


O *± 


% identity 


/ u 


MOOT Ho c v n t"\ -f- n 

jNuol uescriptioii 


f A.THfil "37 fH rvtochome 


Seq. No. 


ZU*± U / O 


beq. 1JJ 


T TR^OR ^-040-Ol-Gl-H2 


MetnoQ 




NCBI GI 


gl706958 


BLAST score 


517 


E value 


l . ue oz 


Match lengtn 




% identity 




jncdI Description 




Seq. No. 


Z U 4 U / 4 


beq. iy 


T.TR^Dft ^-04 0-01 -G1-H4 


Method 


tjt TVCrpY 




a4263786 


BLAST score 


655 


E value 


7.0e-69 


Match length 


142 


% identity 


87 


NCBI Description 


(AC006068) putative 



component [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204075 

LIB3083-040-Q1-G1-H5 

BLASTX 

g4127456 

399 

6.0e-39 

139 

38 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204076 

LIB3083-040-Q1-G1-H7 

BLASTX 

g3036816 

293 

2.0e-26 

148 

42 

(AL022373) myosin-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204077 

LIB3083-041-Q1-G1-D10 

BLASTN 

g2829203 

97 

2.0e-47 

161 

91 

Gossypium hirsutum cultivar Siokra 1-2 lipid transfer 
protein precursor (LTP) raRNA, complete cds 



27846 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204078 

LIB3083-041-Q1-G1-D12 

BLASTX 

gl20669 

435 

2.0e-43 

88 

91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X6034 7) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

204079 

LIB3083-041-Q1-G1-G12 

BLASTX 

g2499710 

495 

4.0e-56 

130 

84 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 

( PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 

>gi 1438075 (L33686) phospholipase D [Ricinus communis] 



Seq. No. 


204080 


Seq. ID 


LIB3083-042-Q1-G1-A8 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


180 


E value 


9.0e-14 


Match length 


49 


% identity 


71 


NCBI Description 


(U53418) UDP-glucose 


Seq. No. 


204081 


Seq. ID 


LIB3083-042-Q1-G1-A9 


Method 


BLASTX 


NCBI GI 


g2811025 


BLAST score 


317 


E value 


1.0e-29 


Match length 


82 


% identity 


66 


NCBI Description 


ASPARTIC PROTEINASE 



[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204082 

LIB3083-042-Q1-G1-B9 

BLASTX 

g2129575 

203 

1.0e-16 

91 

53 

DNA repair protein homolog XPBara 



- Arabidopsis thaliana 



27847 



Seq. No. 204083 

Seq. ID LIB3083-042-Q1-G1-C11 

Method BLASTX 

NCBI GI g2935416 

BLAST score 276 

E value 7.0e-25 

Match length 67 

% identity 78 

NCBI Description (AF047896) isoflavone 




reductase homolog [Betula pendula] 



Seq. No. 204084 

Seq. ID LIB3083-042-Q1-G1-C9 

Method BLASTX 

NCBI GI g543715 

BLAST score 322 

E value 3.0e-30 

Match length 78 

% identity 31 _ x 

NCBI Description PROTEIN PHOSPHATASE PP2A REGULATORY SUBUNIT A (PR65) 

>gi 541969_pir S40171 phosphoprotein phosphatase 2A 65K 

regulatory chain - garden pea >gi_629639_pir S43776 

phosphoprotein phosphatase 2A 65kDa regulatory subunit - 
garden pea (fragment) >gi_437901_emb_CAA81107_ (Z25888) 
phosphoprotein phosphatase 2A 65kDa regulatory subunit 
[Pisum sativum] 

Seq. No. 204085 

Seq. ID LIB3083-042-Q1-G1-D11 

Method BLASTX 

NCBI GI g4103342 

BLAST score 474 

E value 8.0e-48 

Match length 111 

% identity 86 

NCBI Description (AF022377) agamous-like putative transcription factor 
[Cucumis sativus] 

Seq. No. 204086 

Seq. ID LIB3083-042-Q1-G1-D6 

Method BLASTX 

NCBI GI g3236240 

BLAST score 213 

E value 1.0e-17 

Match length 57 

% identity 72 

NCBI Description (AC004 684) unknown protein [Arabidopsis thaliana] 

Seq. No. 204087 

Seq. ID LIB3083-042-Q1-G1-F6 

Method BLASTX 

NCBI GI g576773 

BLAST score 522 

E value 2.0e-53 

Match length 119 

% identity 17 

NCBI Description (U16956) polyubiquitin [Filobasidiella neoformans] 



27848 




^prr Nn 

OC^« Li \J * 


204088 


Seq. ID 


LIB3083-042-Q1-G1-F7 


Mpt hnd 


BLASTX 


NfRT GT 


a2191152 


BLAST score 


240 


E value 


5.0e-24 


Matph lpncrth 


83 


S: "i H pn "h "i f~^/ 

O J-VJ-CLl 1 — *- <— J/ 


66 


\[f RT He opri ml - i 


fAF007?69^ A TG002N01 31 aene nroduct rArabidoos" 




thaliana] 


UC^i IN <J * 


904089 


Sea ID 


LIB3083-042-Q1-G1-F8 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


446 


Hi V d X 


2.0e-59 




124 




92 


NPRT Dp^rr i ret" i on 


(U58283) cellulose synthase [Gossypium hirsutum] 


Oa/x Ma 


904090 


Seq. ID 


LIB3083-042-Q1-G1-G2 


Method < 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


329 


Hi v axuc 


9 Oe-38 




191 


luentiLy 


DO 




fnS89ft4^ rpl 1 nl n«?p svnthasp rGo^^vDiiim hirsutuiril 


C d r-f T\Ti"\ 

oeq. ino • 






LIB3083-042-O1-G1-G6 


rJc LI1UU 




NCBI GI 


g2213623 


BLAST score 


166 


J_j V Cl-L U." 




i. id U Oil ICll^ L.XX 


49 




f^l 


NPRT Dp^rri Dt*i on 

Vi n— ' 1_> J. 1-/ C OUJ L. k-/ L -1- w J. X 


(AC000103) F21J9.15 [Arabidopsis thaliana] 


oeq. imo • 


__, U *± U 


O C ^ • lU 


LIB3083-042-O1-G1-G8 




BLASTX 


NCBI GI 


g2739365 


BLAST score 


349 


Hi vcij_u.e 




rid. l. on j_eiiyu.li 


R9 


9- 4 a r< -1- i 4-tt 


/ 0 


Wf^R T Docpt'I Thi - "i nn 


fAPnn^RDR^ nnVnnwn nrntpin r Arahi donsi s thaliana 


beq. No. 




Seq. ID 


LIB3083-042-Q1-G1-H12 


Method 


BLASTX 


NCBI GI 


g3023816 


BLAST score 


151 


E value 


8.0e-14 



27849 



Match length 58 
% identity 68 

NCBI Description GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



204094 

LIB3083-042-Q1-G1-H3 

BLASTX 

g3047117 

363 

5.0e-35 

85 

84 

(AF058919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 

204095 

LIB3083-042-Q1-G1-H7 

BLASTX 

g2739046 

314 

5.0e-29 

117 

55 

(AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 



204096 

LIB3083 

BLASTX 

g293541 

401 

3.0e-39 

104 

78 

(AF0478 



•042-Q1-G1-H8 



96) isoflavone reductase homolog [Betula pendula] 
204097 

LIB3083-046-Q1-G1-A6 

BLASTX 

g267069 

389 

7.0e-38 

104 

74 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi 166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

204098 

LIB3083-04 6-Q1-G1-A7 

BLASTX 

g4185509 

294 

1.0e-26 



27850 



Match length 

% identity 

NCBI Description 



62 
90 

(AF102821) actin depolymerizing factor 3 [Arabidopsis 
thaliana] 



oeq. inu . 


£.\J *i \J Zf Zf 




UXDJUU — ' 


jyieTznoQ 


DJUrlO 1 A 




a2842493 


oJUrio i score 


^. _7 


TP tt *3 1 n £i 
Ei ValUc 






96 




56 


NCBI Description 


(AL02174 


Ocv^< IN U • 


204100 






Method 


RT BCTY 
CUrlD 1 A 






tf.LA.bi score 




E value 


i . ue~o / 


\J! 4— /— t V* 1 ^ i"i (T +- V» 

riai-cn xenytii 


TOR 




97 




^ vJ O .7 ^± O ^ 


Seq. No. 


204101 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


gl!9350 


BLAST score 


556 


E value 


3.0e-57 


Match length 


126 


% identity 


85 


NCBI Description 


ENOLASE 



starch branching enzyme Ila [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



{ 2-PH0SPH0GLYCERATE DEHYDRATASE) 

HO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

204102 

LIB3083-046-Q1-G1-B6 

BLASTX 

gll68446 

214 

3.0e-17 

134 

38 

AMINOPEPTIDASE N {ALPHA-AMINOACYLPEPTIDE HYDROLASE) 

>gi_1073840_pir F64132 aminopeptidase N (pepN) homolog - 

Haemophilus influenzae (strain Rd KW20) >gi__1574460 
(U32835) aminopeptidase N (pepN) [Haemophilus influenzae 
Rd] 

204103 

LIB3083-046-Q1-G1-C10 

BLASTX 

g3163946 



27851 



BLAST score 


624 


ill Value 


4 . Oe-65 


ixiarcn lenguii 




^ laenrity 






(AJ005599) 


Octjt JLMO • 


204104 




LIB3083-04( 




BLASTX 


NCBI GI 


g3281853 


BLAST score 


246 


Hi Value 


8 . Oe-21 


natcn xengt.ii 


73 
/ j 


% identity 


Oft 




fAL031004) 


o e q • in o . 


204105 




LIB3083-04* 


He l. no a 


RT.A^TX 


INU.D1 ol 




BLAST score 


152 


E value 


3.0e-12 


lXiatCIl Icily HI 


76 




S7 


wurii uescripuion 






TI^Ti T» 1 1 1 "J 1 
UCllliC± J — Li. J 


beq. NO. 


9041 06 


oeq. iu 


LIB3083-04 


Metnoa 


Dixrio 1A 


LN JJ J. VJx 


g4262226 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


104 


% identity 


45 


NCBI Description 


(AC006200) 



putative protein [Arabidopsis thaliana] 



2-isopropylmalate synthase [Lycopersicon 



putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204107 

LIB3083-04 6-Q1-G1-C6 

BLASTX 

g3157932 

509 

8.0e-52 

129 

78 

(AC002131) Similar to hypothetical protein HYP1 gb_Z97338 
from A. thaliana. [Arabidopsis thaliana] 



Seq. No, 204108 

Seq. ID LIB3083-046-Q1-G1-C7 

Method BLASTX 

NCBI GI g2213882 

BLAST score 605 

E value 5.0e-63 

Match length 144 

% identity 78 

NCBI Description (AF004165) 2-isopropylmalate synthase [Lycopersicon 



27852 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pennellii] 
204109 

LIB3083-046-Q1-G1-D2 

BLASTX 

g2317910 

197 

1.0e-15 

71 

51 

(U89959) CER1 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204110 

LIB3083-046-Q1-G1-D3 

BLASTX 

g3660467 

302 

6.0e-28 

72 
79 

(AJ001807) succinyl-CoA-ligase alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204111 

LIB3083-04 6-Q1-G1-D4 

BLASTX 

g2435517 

274 

2.0e-24 

89 

61 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 

204112 

LIB3083-04 6-Q1-G1-D5 

BLASTX 

g3136336 

451 

4.0e-45 

94 

52 

(AF064552) calmodulin; Cam [Apium graveolens] 
204113 

LIB3083-046-Q1-G1-D7 

BLASTX 

g3660467 

158 

3.0e-ll 

40 

75 

(AJ001807) succinyl-CoA-ligase alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



204114 

LIB3083-046-Q1-G1-D8 



27853 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll70373 

281 

3.0e-25 

99 

59 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_ernb__CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

204115 

LIB3083-046-Q1-G1-E8 

BLASTX 

g4008159 

209 

2.0e-19 

87 
58 

(AB015601) DnaJ homolog [Salix gilgiana] 
204116 

LIB3083-046-Q1-G1-F1 

BLASTX 

g3834321 

158 

5.0e-ll 

67 

58 

(AC005679) Strong similarity to F13P17.9 gi_3337356 
transport protein SEC 61 alpha subunit homolog from 
Arabidopsis thaliana BAC gb_AC004481. [Arabidopsis 
thaliana] 



Seq. No. 


204117 


Seq. ID 


LIB3083-046- 


Method 


BLASTX 


NCBI GI 


g4432807 


BLAST score 


130 


E value 


3.0e-15 


Match length 


130 


% identity 


46 


NCBI Description 


(AC006570) ] 


Seq. No. 


204118 


Seq. ID 


LIB3083-046 


Method 


BLASTX 


NCBI GI 


g3122053 


BLAST score 


354 


E value 


7.0e-34 


Match length 


95 


% identity 


68 


NCBI Description 


ELONGATION 



(EF-1-ALPHA) 



1-alpha [Pisum sativum] 



Seq. No. 



204119 



27854 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3083-046-Q1-G1-F7 

BLASTX 

g4567286 

614 

4.0e-64 
136 
84 

(AC006841) 
thaliana] 



putative coatomer alpha subunit [Arabidopsis 



204120 

LIB3083-046-Q1-G1-G1 

BLASTX 

g407992 

177 

7.0e-13 

84 

46 

(L25125) RNA helicase 



[Mus mus cuius] 



204121 

LIB3083-046-Q1-G1-G12 

BLASTX 

g4510345 

162 

3.0e-ll 

57 

51 

(AC006921) unknown protein [Arabidopsis thaliana] 
204122 

LIB3083-046-Q1-G1-G4 

BLASTX 

g832876 

558 

1.0e-57 

122 

89 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

204123 

LIB3083-046-Q1-G1-G6 

BLASTX 

g2351374 

418 

3.0e-41 

98 

83 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 

204124 

LIB3083-046-Q1-G1-H12 

BLASTX 

g2065531 



27855 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



226 

3.0e-19 

54 

80 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
204125 

LIB3083-046-Q1-G1-H2 

BLASTX 

gl408471 

170 

4.0e-13 

73 
62 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

204126 

LIB3083-04 6-Q1-G1-H6 

BLASTX 

g2129915 

337 

1.0e-31 

103 

63 

ferredoxin precursor - sweet orange 

>gi_1360725_emb_CAA87068_ (Z46944) non-photosynthetic 
ferredoxin [Citrus sinensis] 

204127 

LIB3083-046-Q1-G1-H8 

BLASTX 

g3687237 

143 

7.0e-09 

100 

39 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

204128 

LIB3083-047-Q1-G1-C1 

BLASTX 

g3641837 

401 

2.0e-39 

104 

78 

(AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaliana] 

204129 

LIB3083-047-Q1-G1-D2 

BLASTX 

g3643609 

440 



27856 



E value 
Match length 
% identity 
NCBI Description 



4.0e-44 

82 
87 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 
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E value 
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69 


% identity 


78 


NCBI Description 


(AC005727) 




[Arabldopsi 


Seg. No. 


204133 


Seg. ID 


LIB3083-047 


Method 


BLASTX 


NCBI GI 


g2129753 


BLAST score 


560 


E value 


7.0e-58 


Match length 


119 



F20N2.1 [Arabidopsis thaliana] 



4 - 6-dehydrat ase 



% identity 

NCBI Description 



87 

threonine synthase (EC 4.2.99.2) precursor - Arabidopsis 
thaliana (fragment) >gi_1448917 (L41666) threonine synthase 
[Arabidopsis thaliana] 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



204134 

LIB3083-047-Q1-G1-H5 

BLASTX 

gl706956 

662 

8.0e-70 
122 



27857 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(U58283) 



cellulose synthase [Gossypium hirsutum] 



204135 

LIB3083-047-Q1-G1-H6 

BLASTX 

g4039152 

150 

6.0e-10 

38 

74 

(AF104221) low temperature and salt responsive protein 
LTI6B [Arabidopsis thaliana] >gi_4325219_gb_AAD17303_ 
(AF122006) hydrophobic protein [Arabidopsis thaliana] 

204136 

LIB3083-047-Q1-G1-H7 

BLASTX 

g3421096 

505 

2.0e-51 

108 

92 

(AF043528) 20S proteasome subunit PAG1 [Arabidopsis 
thaliana] >gi_3885332 (AC005623) proteasome component 
[Arabidopsis thaliana] 

204137 

LIB3083-048-Q1-G1-A1 

BLASTX 

g4056403 

165 

8.0e-12 

61 

57 

(AD001673) lipoxygenase [Persea americana] 
204138 

LIB3083-048-Q1-G1-A12 

BLASTX 

g2627181 

167 

5.0e-12 

59 

56 

(D89619) cycloartenol synthase [Pisum sativum] 
204139 

LIB3083-048-Q1-G1-C9 

BLASTX 

gl076746 

106 

4.0e-10 

83 
53 

heat shock protein 70 - rice (fragment) 
>giJ763160_emb_CAA47948_ (X67711) heat shock protein 70 



27858 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Oryza sativa] 
204140 

LIB3083-048-Q1-G1-D2 

BLASTX 

g2924520 

292 

9.0e-28 

91 

75 

(AL022023) plasma membrane intrinsic protein 
[Arabidopsis thaliana] 



(SIMIP) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204141 

LIB3083-048-Q1-G1-E1 

BLASTX 

g2832623 

333 

3.0e-31 
101 
60 

(AL021711) 
thaliana] 



protein kinase - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



204142 

LIB3083-048-Q1-G1-E3 

BLASTX 

gl084481 

556 

2.0e-57 

126 

88 

heat shock protein 70 



Maize 



204143 

LIB3083-048-Q1-G1-F6 

BLASTX 

g445613 

313 

6.0e-29 

89 

72 

ribosomal protein L7 [Solanum tuberosum] 
204144 

LIB3083-048-Q1-G1-F7 

BLASTX 

gll36122 

486 

5.0e-49 

135 

77 

(X91807) alfa-tubulin [Oryza sativa] 
204145 

LIB3083-048-Q1-G1-F8 
BLASTX 



27859 



VT^T^ T /**■ "T 

NCBI GI 


(11 

gzo /U /Z 


DJj/lO i score 


ID? 


E value 








% identity 


67 


NCBI Description 


TUBULIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



TA-1 CHAIN >gi_100072_pir S20868 tubulin beta-1 

chain - garden pea >gi_20758_emb_CAA38 613_ (X54844) 
beta-tubulin 1 [Pisum sativum] 

204146 

LIB3083-048-Q1-G1-F9 

BLASTX 

g629541 

100 

1.0e-09 

59 

64 

plasma membrane intrinsic protein lc - Arabidopsis thaliana 
>gi__472875_emb_CAA53476_ (X75882) plasma membrane intrinsic 
protein lc [Arabidopsis thaliana] 

204147 

LIB3083-048-Q1-G1-G3 

BLASTX 

gl370174 

250 

7.0e-22 

58 
83 

(Z73936) RAB1Y [Lotus japonicus] 
204148 

LIB3083-048-Q1-G1-G4 

BLASTN 

g2154714 

46 

9.0e-17 

90 

88 

A. thaliana mRNA for CDPK-related protein kinase 
204149 " 

LIB3083-048-Q1-G1-G5 

BLASTX 

g322525 

468 

3.0e-47 

103 

88 

omnipotent suppressor protein SUP1 homolog (clone A18) - 
Arabidopsis thaliana (fragment) >gi_16512_emb_CAA49171_ 
(X69374) similar to yeast omnipotent suppressor protein 
SUP1 (SUP45); ORF [Arabidopsis thaliana] 

204150 

LIB3083-048-Q1-G1-G6 
BLASTX 



27860 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID '' A 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3068809 
243 

4.0e-21 

60 

80 

(AF059295) 



Skpl homolog [Arabidopsis thaliana] 



204151 

LIB3083-048-Q1-G1-G7 

BLASTX 

g466160 

267 

2.0e-23 

83 
55 

HYPOTHETICAL 9 . 8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegahs] 

204152 

LIB3083-048-Q1-G1-G8 

BLASTX 

g2129630 

224 

2.0e-20 

75 

54 

lamin - Arabidopsis thaliana >gi_1262754_emb_CAA65750_ 
(X97023) lamin [Arabidopsis thaliana] >gi_3395760 (U77721) 
unknown [Arabidopsis thaliana] 



204153 

LIB3083-048-Q1-G1-H1 

BLASTN 

gll43223 

264 

1.0e-147 

408 
48 

Gossypium barbadense FbLate-2 



gene, complete cds 



Seq. No. 
Seq. ID 
Method 



204154 

LIB3083-048-Q1-G1-H10 

BLASTX 

g3860277 

515 

2.0e-52 

111 

91 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

204155 

LIB3083-048-Q1-G1-H3 
BLASTX 



27861 



NCBI GI 


g2815246 


BLAST score 


213 


E value 


3. Oe-17 


Match length 


55 


% i cipnt itv 


71 


NCBI Description 


(X95709) class I tvne 2 


Seq. No. 


204156 


Seq. ID 


LIB3083-048-Q1-G1-H4 


Method 


BLASTX 


NCBI GI 


g4538897 


BLAST score 


273 


E value 


4 .Oe-24 


Match length 


83 


% identity 


61 


NCBI Description 


(AL049482) AXllOP-like ] 


Sea. No. 


2041S7 


Seq. ID 


LIB3083-048-Q1-G1-H5 


Method 


BLASTX 


NCBI GI 


gl702983 


BLAST score 


363 


E value 


1.0e-34 


Match length 


116 


% identity 


60 


NCBI Description 


AUXIN-REPRESSED 12.5 KD 



hypothetical protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN >gi_99855_pir S11850 

garden strawberry 
>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 

204158 

LIB3083-048-Q1-G1-H7 

BLASTX 

g2811025 

178 

4.0e-13 

69 

58 

ASPARTIC PROTEINASE PRECURSOR >gi_1944181_dbj__BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurfoita pepo] 

204159 

LIB3083-048-Q1-G1-H8 

BLASTX 

g4185509 

230 

4.0e-19 

53 
87 

(AF102821) actin depolymerizing factor 3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



204160 

LIB3083-049-Q1-L1-G6 

BLASTX 

g3915737 



27862 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230 

2.0e-19 

80 

60 

IMPORTIN ALPHA SUBUNIT (KARYOPHERIN ALPHA SUBUNIT) (KAP 
ALPHA) >gi_3228370 (AF017252) importin alpha [Lycopersicon 
esculentum] 



204161 

LIB3083-04 9-Q1-L1-H12 

BLASTX 

gll55261 

641 

3.0e-67 

135 

94 

(U40217) eukaryotic release factor 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 homolog [Arabidopsis 



204162 

LIB3083-050-Q1-L1-A1 

BLASTX 

gl702983 

293 

1.0e-26 

105 

53 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 

204163 

LIB3083-050-Q1-L1-A2 

BLASTX 

g2499879 

468 

5.0e-47 

121 

74 

CYSTEINE PROTEINASE 3 PRECURSOR >gi_2129935_pir S66348 

senescence-associated cysteine proteinase precursor (clone 
SENU3) - tomato >gi_1235545__emb_CAA88629_ (Z48736) 
pre-pro-cysteine proteinase [Lycopersicon esculentum] 

204164 

LIB3083-050-Q1-L1-A3 

BLASTX 

g3668092 

394 

2.0e-38 

126 

65 

(AC004 667) unknown protein [Arabidopsis thaliana] 



Seq. No. 



204165 



27863 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3083-050-Q1-L1-A4 

BLASTX 

g2281115 

319 

1.0e-29 
69 
90 

(AC002330) 
thaliana] 



putative cullin-like 1 protein [Arabidopsis 



204166 

LIB3083-050-Q1-L1-A7 

BLASTN 

gll43223 

239 

1.0e-132 

401 

35 

Gossypium barbadense FbLate-2 gene. 



complete cds 



204167 

LIB3083-050-Q1-L1-B3 

BLASTX 

g4432844 

276 

2.0e-24 

131 

40 

(AC006283) unknown protein [Arabidopsis thaliana] 
204168 

LIB3083-050-Q1-L1-B4 

BLASTX 

g!174592 

483 

7.0e-51 

106 

100 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

204169 

LIB3083-050-Q1-L1-B5 

BLASTX 

g4510383 

214 

4.0e-17 

42 
95 

(AC007017) unknown protein [Arabidopsis thaliana] 
204170 

LIB3083-050-Q1-L1-B6 

BLASTX 

g2979545 

192 



27864 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-14 

113 

47 

(AC003680) 



unknown protein [Arabidopsis thaliana] 



204171 

LIB3083-050-Q1-L1-C10 

BLASTX 

gll69585 

389 

1.0e-37 

130 

62 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-l 7 6 -BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi_885894 (U20179) fructose 1, 6-bisphosphatase [Brassica 
napus ] 

204172 

LIB3083-050-Q1-L1-C12 

BLASTX 

g542850 

227 

1.0e-34 

115 

68 



NCBI Description hnRNP G protein - human 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



204173 

LIB3083-050-Q1-L1-C3 

BLASTX 

gl762914 

259 

2.0e-22 

66 

71 

(U65973) alcohol dehydrogenase A [Washingtonia rofousta] 
204174 

LIB3083-050-Q1-L1-C9 

BLASTX 

gl399275 

525 

1.0e-53 

125 

82 

(U31835) calmodulin-domain protein kinase CDPK isoform 6 
[Arabidopsis thaliana] >gi_2623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 

204175 

LIB3083-050-Q1-L1-D1 

BLASTX 

g2827555 

411 

3.0e-40 



27865 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% "identity 

NCBI Description 



146 
60 

(AL021635) Translation factor EF-1 alpha 
[Arabidopsis thaliana] 



like protein 



204176 

LIB3083-050-Q1-L1-D11 

BLASTX 

g4204300 

334 

3.0e-31 

107 
63 

(AC003027) Unknown protein [Arabidopsis thaliana] 
204177 

LIB3083-050-Q1-L1-D12 

BLASTX 

g2058282 

202 

2.0e-16 

64 

58 

(X97377) atranbpla [Arabidopsis thaliana] 
204178 

LIB3083-050-Q1-L1-D3 

BLASTX 

g2982432 

334 

2.0e-31 

76 

80 

(AL022224) putative protein [Arabidopsis thaliana] 
204179 

LIB3083-050-Q1-L1-D4 

BLASTX 

g416758 

377 

2.0e-36 

108 
66 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 

204180 

LIB3083-050-Q1-L1-D5 

BLASTX 

g2501449 

154 

3.0e-19 

57 
91 

UBIQUITIN-LIKE PROTEIN SMT3 >gi_1668773_emb_CAA67 922_ 



27866 



(X99608) ubiquitin-like protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204181 

LIB30&3-050-Q1-L1-D6 

BLASTN 

gl66899 

36 

7.0e-ll 

56 

91 

Arabidopsis thaliana bete-3 
cds 



tubulin (TUB3) gene, complete 



Seq. No. 


204182 


Seq. ID 


LIB3083-050-Q1-L1-D9 


Method 
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dLAoi score 
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14Z 


% identity 


0 O 


jnv^d± uescnpLion 


(L36097) aquaporin [Mesembryantheirium crystal linuiti] 


: Seq. No. 


204183 


Seq. ID 


LIB3083-050-Q1-L1-E11 


It/In 4- \i.j*\sj 

Metnoa 


DT BQTY 


NCBI GI 


gz / yo / d 


BLAST score 




E value 


d . ue i / 


Match length 


y o 


% identity 


ou 


JNLrsX Description 




Q ,t \7/^ 

oeq • lno • 


204184 


Seq. ID 


LIB3083-050-Q1-L1-E3 


Method 


BLASTN 


NCBI GI 


g3046906 


BLAST score 


43 


E value 


5.0e-15 


Match length 


95 


% identity 


87 


NCBI Description 


Onchocerca volvulus beta-tubulin (tub) gene, complet 


Seq. No. 


204185 


Seq. ID 


LIB3083-050-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


g3549669 


BLAST score 


297 


E value 


5.0e-29 


Match length 


84 


% identity 


80 


NCBI Description 


(AL031394) putative protein [Arabidopsis thaliana] 



Seq. No. 204186 

Seq. ID LIB3083-050-Q1-L1-E6 

Method BLASTX 

NCBI GI g2129473 



27867 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190 

8.0e-22 

105 

56 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

204187 

LIB3083-050-Q1-L1-E7 

BLASTX 

g2827143 

475 

6.0e-48 

109 

78 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204188 

LIB3083 

BLASTX 

g267069 

622 

5.0e-65 

116 

98 

TUBULIN 
tubulin 
(M84696 
(M84697 



■050-Q1-L1-E9 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 


204189 


Seq. ID 


LIB3083-050-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


g3702333 


BLAST score 


333 


E value 


4.0e-31 


Match length 


106 


% identity 


63 


NCBI Description 


(AC005397) hypothetical protein [Arabidops 


Seq. No. 


204190 


Seq. ID 


LIB3083-050-Q1-L1-F11 


Method 


BLASTX 


NCBI GI 


g3176098 


BLAST score 


391 


E value 


6.0e-38 


Match length 


116 


% identity 


68 


NCBI Description 


(Y15036) annexin [Medicago truncatula] 


Seq. No. 


204191 


Seq. ID 


LIB3083-050-Q1-L1-F2 


Method 


BLASTN 


NCBI GI 


g3335331 


BLAST score 


38 


E value 


6.0e-12 



27868 




Match length 150 
% identity 81 

NCBI Description Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 204193 

Seq. ID LIB3083-050-Q1-L1-F6 

Method BLASTX 

NCBI GI gl495251 

BLAST score 215 

E value 2.0e-17 

Match length 129 

% identity 41 

NCBI Description (Z70314) heat-shock protein [Arabidopsis thaliana] 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 204195 

Seq. ID LIB3083-050-Q1-L1-F9 

Method BLASTX 

NCBI GI g31397 

BLAST score 436 

E value 3.0e-43 

Match length 124 

% identity 69 

NCBI Description (X02761) fibronectin precursor [Homo sapiens] 

Seq. No. 204196 

Seq. ID LIB3083-050-Q1-L1-G11 

Method BLASTX 

NCBI GI g4115364 

BLAST score 174 

E value 2.0e-12 

Match length 50 

% identity 58 

NCBI Description (AC005957) putative fatty acid elongase [Arabidopsis 
thaliana] 



204192 

LIB3083-050-Q1-L1-F4 

BLASTN 

g606941 

201 

1.0e-109 

331 

96 

Gossypium hirsutum C312 clone Fb-B6 unidentified fiber 
mRNA f complete cds 



204194 

LIB3083-050-Q1-L1-F8 

BLASTX 

g4204315 

187 

5.0e-14 

98 
39 

(AC003027) Unknown protein [Arabidopsis thaliana] 



27869 



Seq. No. 204197 

Seq. ID LIB3083-050-Q1-L1-G3 

Method BLASTX 



JNOdX VjX 


rr4490330 




556 


TP tt -sin /^v 


o np-57 


rid L wi xt;iiyL.ii 


116 




96 


MpDT nDcnrinf'ion 


(AL035656) splicing factor-like protein [Arabidopsis 




thaliana] 


Seq. No. 


204198 


Seq. ID 


LIB3083-050-Q1-L1-G4 




DJ_irio i a 


N^Dl VjX 




BiiAbi score 


Z / ft 


JL ValUc 


7 Oe-25 


Matcn xengun 


fin 

o u 


^ laenuiLy 


7fi 


"NTPRT Hocprinf "i nn 


(AC005169) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


204199 


Seq. ID 


LIB3083-050-Q1-L1-G5 


Method 


J3i_iiT.O 1 A 


"MOO T C T 

JnCdX bX 


y o u / o -? o 


BLAST score 


z xy 


E value 


o • ue x o 


Matcn xengrn 




% identity 




uescriptiuii 


fn^??0 6^ nreDro— cucumisin fCucuniis melo] 


Seq. No. 


204200 


Seq. ID 


LIB3083-050-Q1-L1-G6 


Mernoa 


£jl_LriO 1 A 


JNLfcSX bX 


y*± 


BLAST score 


coo 


E value 


j. . ue dvj 


syiatcn xengun 


114 

X X ft 


% identity 






(AF059288) beta-tubulin 2 [Eleusine indica] 


heq. no. 


204201 


Seq. ID 


LIB3083-050-Q1-L1-G7 


Method 


BLASTX 


JN^dX bX 




oiiAoi score 


A1 ^ 
ft X J 


E value 


x . ue ft u 


natcn xengun 


1 OR 

1UJ 


% identity 


/ y 


NCBI Description 


(AL035656) splicing factor-like protein [Arabidopsis 




thaliana] 


Seq. No. 


204202 


Seq. ID 


LIB3083-050-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


572 




27870 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST* score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-59 

113 

91 

(U58284) cellulose synthase [Gossypium hirsutum] 
204203 

LIB3083-050-Q1-L1-H12 

BLASTX 

g464840 

451 

4.0e-45 

89 

97 

TUBULIN ALPHA- 1 CHAIN >gi_421781_pir S32666 tubulxn 

alpha- 1 chain - fern (Anemia phyllitidis) 
>gi_296494_emb_CAA48927_ (X69183) alpha tubulin [Anemia 
phyllitidis] 



Seq. No. 


on a o n a 
zU4zU4 


Seq. ID 


Li bo U CM - UOU-yx— liJL-riZ 


Method 


ny ll C rpv 

BLASTX 


NCBI GI 


g4 uyts jji 


BLAST score 


bib 


E value 


I . Ue-o4 


Match length 


114 


% identity 


96 


NCBI Description 


(U/boyo) Deta-tUDUiin o Liriticuiti d 


Seq. No. 


204205 


Seq. ID 


T TO'^O.Q'} — nc;n- Ol — T 1 — W ^ 

lidjUoj uou yi iii no 


Method 


BLASTX 


NCBI GI 


g^44o too 


BLAST score 


ouu 


E value 


O . Uc OX 


Match length 


115 


% identity 


82 


NCBI Description 


(AF020433) cyclophilin [Arabidopsis 


Seq. No. 


204206 


Seq. ID 


LIB3083-050-Q1-L1-H8 


Method 


BLASTX 


NCBI GI 


g2497538 


BLAST score 


638 


E value 


6.0e-67 


Match length 


130 


% identity 


98 


NCBI Description 


PYRUVATE KINASE, CYTOSOLIC ISOZYME 




pyruvate kinase [Glycine max] 


Seq. No. 


204207 


Seq. ID 


LIB3083-050-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g2213590 


BLAST score 


209 


E value 


1.0e-16 


Match length 


86 


% identity 


45 



>gi 466350 (L08632) 



27871 



NCBI Description (AC000348) T7N9.10 [Arabidopsis thaliana] 

Seq. No. 204208 

Seq. ID LIB3083-051-Q1-L1-A1 

Method ' BLASTX 

NCBI GI g2129932 

BLAST score 604 

E value 6.0e-63 

Match length 111 

% identity 95 

NCBI Description myb-related transcription factor TMH1 - tomato 

>gi_1167486_emb_CAA64615_ (X95297) transcription factor 
[Lycopersicon esculentum] 

Seq. No. 204209 

Seq. ID LIB3083-051-Q1-L1-A10 

Method BLASTX 

NCBI GI g4417283 

BLAST score 223 

E value 3.0e-18 

Match length 117 

% identity 40 , 
NCBI Description (AC007019) putative cytochrome p450 [Arabidopsis thaliana] 

Seq. No. 204210 

Seq. ID LIB3083-051-Q1-L1-A11 

Method BLASTX 

NCBI GI g3511285 

BLAST score 566 

E value 1.0e-58 

Match length 119 

% identity 83 

NCBI Description (AF081534) cellulose synthase [Populus alba x Populus 
tremula] 

Seq. No. 204211 

Seq. ID LIB3083-051-Q1-L1-A12 

Method BLASTX 

NCBI GI g3548806 

BLAST score 370 

E value 1.0e-35 

Match length 122 

% identity 55 

NCBI Description (AC005313) unknown protein [Arabidopsis thaliana] 

Seq. No. 204212 

Seq. ID LIB3083-051-Q1-L1-A3 

Method BLASTX 

NCBI GI g3608485 

BLAST score 591 

E value 2.0e-61 

Match length 125 

% identity 91 

NCBI Description (AF088915) proteasome beta subunit [Petunia x hybrida] 

Seq. No. 204213 

Seq. ID LIB3083-051-Q1-L1-A4 



27872 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2829205 

376 

0.0e+00 

436 

36 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

204214 

LIB3083-051-Q1-L1-A5 

BLASTX 

g398845 

704 

1.0e-74 

147 
90 

(X74654) beta3 tubulin [Zea mays] 
204215 

LIB3083-051-Q1-L1-A7 

BLASTN 

gll43223 

428 

0.0e+00 
448 
29 

Gossypium barbadense FbLate-2 



gene, complete cds 



204216 

LIB3083-051-Q1-L1-A8 

BLASTX 

g267070 

439 

2.0e-43 

83 

99 

TUBULIN ALPHA- 6 CHAIN >gi_282852_pir JQ1597 tubulin 

alpha-6 chain - Arabidopsis thaliana >gi_166920 (M84 699) 
TUA6 [Arabidopsis thaliana] >gi_224 4853_emb_CAB10275_ 
(Z97337) tubulin alpha-6 chain (TUA6) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204217 

LIB3083-051-Q1-L1-A9 

BLASTX 

g4559358 

401 

4.0e-39 

100 

75 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



204218 

LIB3083-051-Q1-L1-B1 
BLASTX 



27873 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g71498 
398 

7.0e-39 

103 

75 

heat shock protein 17.7 



garden pea 



204219 

LIB3083-051-Q1-L1-B10 

BLASTX 

gll70851 

260 

1.0e-22 

119 

47 

MANNOSYL-OLIGOSACCHARIDE ALPHA- 1, 2-MANNOSIDASE 
(MAN (9) -ALPHA-MANNOSIDASE) (ALPHA-MANNOSIDASE 1A) 

>gi_1083410jpir A54408 mannosyl-oligosaccharide 

1, 2-alpha-mannosidase (EC 3.2.1.113) - mouse >gi_474280 
(U04299) mannosyl-oligosaccharide alpha-1, 2-mannosidase 
[Mus musculus] 



Sea. No 




Seq. ID 


LTR^iOft ^-0S1 -D1 -T 1 -R1 1 

U1JJ JWU J VJ sJ _L ^ J_ J_lX Dll 


Method 


BLASTX 


NCBI GI 


g2829204 


BLAST scorp 


^97 


Fl va 1 up 

l-i V CLJL 


± • ue ju 


M^i +" r 1 Vi 1 onrfhVi 


O D 


% identity 


81 


NCBI Description 


(AF044204) lipid transfer p 




hirsutum] 


Seq. No. 


204221 


Seq. ID 


LIB3083-051-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g3114903 


BLAST score 


590 


E value 


3.0e-61 


Match length 


145 


% identity 


79 


NCBI Description 


(AJ005805) pcberl [Populus 


Seq. No. 


204222 


Seq. ID 


LIB3083-051-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g3080414 


BLAST score 


621 


E value 


7.0e-65 


Match length 


141 


% identity 


85 


NCBI Description 


(AL022604) putative protein 


Seq. No. 


204223 


Seq. ID 


LIB3083-051-Q1-L1-B6 


Method 


BLASTX 


NCBI GI 


g2147484 



[Gossypium 



trichocarpa] 



27874 



BLAST score 


358 


E value 


5.0e-34 


L v Ja.L.(JIl XcIiyUIl 


92 


^ laeutiuy 


70 


JNUDi JJeSCJ- ip LiUll 


hntnpni-ip -H-mi-p-in - Phalaenoosis so >cri 1173622 (U34743) 


homeobox protein [Phalaenopsis sp. 'hybrid SM9108'] 


oeq. inu • 


904294 

*i 1 *i 


Spct ID 


LIB3083-051-Q1-L1-B7 


\][/~\\- V) /~\ <H 

rlctuOU 




NCBI GI 


g3093294 


BLAST score 


690 


Hj Val Lit! 


6 Oe-73 


IXiauoil Xfcilly HI 


147 


■5 laeiiuiLy 


90 




(Y12782) putative villin [Arabidopsis thaliana] 


Qnrr "Mo 


204225 


OC^ • X LJ 


LIB3083-051-Q1-L1-B9 


rieunoa 


DxinO ± A. 


NCBI GI 


g2935416 


BLAST score 


380 


Hj Vdiue 




TkA 4— /"^ V\ T /■« (■ V* 

]»Laxcn i.encjT-ii 


J_ -L J 


% identity 


D / 




f AF047R961 "i qnf lavone reductase hoinolocr TBetula pendula] 


beq. jno . 


\J 1 o 




LIB3083-051-O1-L1-C1 


Method 


DT ACrpy 
OJ-LTlO X A 


NCBI GI 


rr21 9Q47^ 


BLAST score 


259 


E value 


2.0e-22 


ixiatcn xeny 


Q4 


t> iaenr.ixy 


R9 


NCbi Description 


arahinnrral spf an-1 i Ve» nrnf pin — 1 nblflllv Dine >Qi 607774 


(U09556) arabinogalactan-like protein [Pinus taeda] 


oeq . iNu . 


904227 


Sea ID 


LIB3083-051-Q1-L1-C10 


Method 


BLASTN 


NCBI GI 


g525331 


BLAST score 


41 


E value 


5.0e-14 


Match length 


57 



% identity 93 

NCBI Description Pisum sativum Alaska alpha-tubulin (TubAl) gene, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



204228 

LIB3083-051-Q1-L1-C11 

BLASTX 

g2499710 

484 

6.0e-49 

103 

86 



27875 



NCBI Description 



PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 

(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 

>gi 1438075 (L33686) phospholipase D [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



204229 

LIB3083-051-Q1-L1-C2 

BLASTX 

g541951 

384 

4.0e-37 

128 

61 

SPCP2 protein - soybean >gi_310578 (L12258) nodulin-26 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 204231 

Seq. ID LIB3083-051-Q1-L1-C4 

Method BLASTX 

NCBI GI g4539292 

BLAST score 459 

E value 7.0e-46 

Match length 97 

% identity 87 

NCBI Description (AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 

Seq. No. 204232 

Seq. ID LIB3083-051-Q1-L1-C6 

Method BLASTX 

NCBI GI g2501448 

BLAST score 392 

E value 4.0e-38 

Match length 92 

% identity 84 

NCBI Description UBIQUITIN-LIKE PROTEIN SMT3 >gi_1707372_emb_CAA67923_ 
(X99609) ubiquitin-like protein [Arabidopsis thaliana] 

Seq. No. 204233 

Seq. ID LIB3083-051-Q1-L1-C7 

Method BLASTN 

NCBI GI g3449322 

BLAST score 53 

E value 7.0e-21 

Match length 214 

% identity 84 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



204230 

LIB3083-051-Q1-L1-C3 

BLASTX 

g3080420 

462 

3.0e-46 

148 

60 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



27876 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MXC17, complete sequence [Arabidopsis thaliana] 
204234 

LIB3083-051-Q1-L1-C8 

BLASTX 

g586076 

421 

2.0e-41 

108 
75 

TUBULIN BETA-1 CHAIN >gi_48 6734_pir S35142 tubulin beta 

chain - white lupine >gi_402636__emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



204235 

LIB3083-051-Q1-L1-C9 

BLASTX 

g3033377 

152 

4.0e-10 

98 
40 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

204236 

LIB3083-051-Q1-L1-D1 

BLASTX 

g2529677 

539 

2.0e-55 

125 

85 

(AC002535) kinesin-like protein, heavy chain [Arabidopsis 
thaliana] 

204237 

LIB3083-051-Q1-L1-D10 

BLASTX 

g416758 

442 

4.0e-44 

105 
72 

SERINE CARBOX Y PE PT I DAS E PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 

204238 

LIB3083-051-Q1-L1-D11 

BLASTX 

g2541876 

310 

1.0e-28 

118 

54 



27877 



NCBI Description (D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
; E value 
Match length 
% identity 
NCBI Description 



204239 

LIB3083-051-Q1-L1-D12 

BLASTX 

g2190992 

357 

5.0e-34 
104 
66 

(AF004358) 
tauschii] 



glutathione S-transf erase TSI-1 [Aegilops 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204240 

LIB3083-051-Q1-L1-D2 

BLASTX 

g586076 

654 

8.0e-69 

122 
98 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 

204241 

LIB3083-051-Q1-L1-D4 

BLASTX 

g3522942 

288 

7.0e-26 

120 

52 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
204242 

LIB3083-051-Q1-L1-D6 

BLASTX 

g2582971 

441 

8.0e-44 

144 

55 

(D83711) TKRP125 [Nicotiana tabacum] 
204243 

LIB3083-051-Q1-L1-D8 

BLASTX 

g3395432 

590 

3.0e-61 

144 

82 

(AC004683) unknown protein [Arabidopsis thaliana] 



Seq. No. 



204244 



27878 



Seq. ID 
Method "' 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-051-Q1-L1-D9 

BLASTX 

g2431769 

234 

1.0e-19 
57 
81 

(U62752) 



acidic ribosomal protein Pla [Zea mays] 



204245 

LIB3083-051-Q1-L1-E10 

BLASTX 

gl377890 

154 

3.0e-10 

31 

97 

(L77083) cdc2 gene product [Nicotiana tabacum] 



204246 

LIB3083-051-Q1-L1-E11 

BLASTN 

g2656029 

39 

1.0e-12 

58 

91 

Arabidopsis thaliana genomic DMA, 
MQB2 



chromosome 5, PI clone 



Seq. No. 


204247 


Seq. ID 


LIB3083-051-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g81816 


BLAST score 


398 


E value 


7.0e-39 


Match length 


92 


% identity 


80 


NCBI Description 


tubulin beta-1 chain - soybean 


Seq. No. 


204248 


Seq. ID 


LIB3083-051-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g398849 


BLAST score 


673 


E value 


5.0e-71 


Match length 


126 


% identity 


97 


NCBI Description 


(X74656) beta-5 tubulin [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



204249 

LIB3083-051-Q1-L1-E3 

BLASTX 

g3935167 

475 

9.0e-48 
99 



27879 





% identity 


94 




NCBI Description 


(AC004557) F17L21.10 [Arabidopsis thaliana] 




Seq. No. 


204250 




Seq. ID 


LIB3083-051-Q1-L1-E5 




Method 


BLASTX 




NCBI GI 


g3805765 




Dii/\oi score 


192 




E value 


1.0e-14 




Match length 


60 




% identity 


63 




NCBI Description 


(AC005693) putative protein kinase [Arabidopsis thaliana] 




Seq. No. 


204251 




Seq. ID 


LIB3083-051-Q1-L1-E7 




Method 


BLASTX 




NCBI GI 


g2829893 




BLAST score 


434 




E value 


6.0e-43 




Match length 


103 


yp 


% identity 


84 


y i 
fn 


NCBI Description 


(AC002311) PhoSDhoalucomutasp TAr^hi dnn^i thsl -i anal 


V s 


Seq. No. 


204252 


rss. 


Seq. ID 


LIB3083-051-Q1-L1-E8 


■sss;:' 


Method 


BLASTX 




NCBI GI 


g417154 


IP 


BLAST score 


527 


E 


E value 


7.0e-54 


M= 


Match length 


139 


S 


% identity 


76 




NCBI Description 


HEAT SHOCK PROTEIN 82 >cn lOOfiftR m* r* hoaf <=v»^^v 






protein 82 — rice ( strain Tai rhnna +■ i nno^ 

.t^ ^ VJ- *' w j — i_ ^ is i*xaxii x dj_i^iiuiiy in cl l— _L v Wilt; J 






>ai 20256 emb CAA77978 fZl*IQ?fn hMt- qhnpv n-rr^f-ai-n «9 


fi 




(HSP82) [Oryza sativa] 




Seq. No. 


204253 




Seq. ID 


LIB3083-051-Q1-L1-F10 




Method 


BLASTX 




NCBI GI 


g3915023 




BLAST score 


254 




E value 


4.0e-22 




Match length 


55 




% identity 


89 




NCBI Description 


SUCROSE- PHOSPHATE SYNTHASE 1 






(UDP-GLUCOSE-FRUCTOSE-PHOSPHATF fiTTTPn^YT.TR ANciirFDZiciF i ^ 






>ai 2588888 dbi BAA2321*3 (ARDORO?^ qiirir . nc! ._ n L n h f 






synthase TCitrus unshini 




Seq. No. 


204254 




Seq. ID 


LIB3083-051-Q1-L1-F2 




Method 


BLASTX 




NCBI GI 


g464986 




BLAST score 


628 




E value 


1.0e-65 




Match length 


117 




% identity 


99 



27880 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.372.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (LOO 639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1__ (AL035524) -Hbiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

204255 

LIB3083-051-Q1-L1-F5 

BLASTX 

g3024501 

357 

6.0e-34 

89 

76 

RAS- RELATED PROTEIN RAB11C >gi_137014 6__emb_CAA9817 9_ 
(Z73951) RAB11C [Lotus japonicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204256 

LIB3083-051-Q1-L1-F7 

BLASTX 

g464851 

173 

2.0e-12 

90 

40 

TUBULIN BETA- 2 CHAIN >gi_421784_pir S32669 tubulin beta-2 

chain - fern (Anemia phyllitidis) (fragment) 
>gi_296500__emb_CAA48930_ (X69186) beta tubulin 2 [Anemia 
phyllitidis] 



Seq. No. 204257 

Seq. ID LIB3083-051-Q1-L1-F8 

Method BLASTX 

NCBI GI g3377797 

BLAST score 420 

E value 3.0e-41 

Match length 117 

% identity 74 

NCBI Description (AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



204258 

LIB3083-051-Q1-L1-F9 

BLASTX 

gl32825 

168 

7.0e-12 
77 



27881 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

SOS RIBOSOMAL PROTEIN CL25, CHLOROPLAST PRECURSOR 

>gi 71308_j>ir R5PM25 ribosomal protein PsCL25 precursor, 

chloroplast - garden pea >gi_20877_emb_CAA32187_ (X14022) 
PsCL25 ribosomal preprotein (AA -30 to 74) [Pisum sativum] 

204259 

LIB3083-051-Q1-L1-G1 

BLASTX 

g585876 

191 

2,0e-14 

41 

93 

60S RIBOSOMAL PROTEIN L23A (L25) >gi_1084 424_pir S48026 

ribosomal protein L25 - common tobacco >gi_310935 (L18908) 
60S ribosomal protein L25 [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204260 

LIB3083-051-Q1-L1-G11 

BLASTX * 

gl20673 

524 

1.0e-53 

123 

80 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66013_pir DEPJG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - garden petunia 
>gi_20551_emb_CAA42904_ (X6034 6) glyceraldehyde 
3-phosphate dehydrogenase [Petunia x hybrida] 

204261 

LIB3083-051-Q1-L1-G12 

BLASTX 

gll72555 

228 

7.0e-19 

76 

59 

34 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
(POM 34) >gi_629720_pir S46936 34K porin - potato 

>gi 1076682_pir A55364 porin (clone pPOM-34) - potato 

mitochondrion >gi_516166_emb_CAA56599_ (X80386) 34 kDA 

porin [Solanum tuberosum] 



204262 

LIB3083-051-Q1-L1-G2 

BLASTX 

g4098331 

636 

1.0e-66 

120 

96 

(U76896) beta-tubulin 



5 [Triticum aestivum] 



27882 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



204263 

LIB3083-051-Q1-L1-G3 

BLASTX 

g227774 

172 

3.0e-12 

133 

35 

basic chitinase [Arabidopsis thaliana] 
204264 

LIB3083-051-Q1-L1-G4 

BLASTX 

g3702333 

354 

1.0e-33 
98 

69 * • 
(AC005397) hypothetical protein [Arabidopsis thalxana] 



204265 

LIB3083-051-Q1-L1-G5 

BLASTX 

g2811278 

503 

5.0e-51 

135 

71 

(AF043284) expansin [Gossypium hirsutum] 
204266 

LIB3083-051-Q1-L1-G6 

BLASTX 

g3935157 

240 

3.0e-20 

70 

60 

(AC005106) T25N20.21 [Arabidopsis thaliana] 
204267 

LIB3083-051-Q1-L1-G7 

BLASTX 

g2129473 

295 

1.0e-26 

105 

56 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

204268 

LIB3083-051-Q1-L1-G8 

BLASTX 

g4098272 

187 

4.0e-14 



27883 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 
92 

(U76558) alpha-tubulin [Triticum aestivum] 
204269 

LIB3083-051-Q1-L1-G9 

BLASTX 

g4455234 

281 

4.0e-25 

129 

46 

(AL035523) putative protein [Arabidopsis thaliana] 
204270 

LIB3083-051-Q1-L1-H12 

BLASTX 

g3927825 

433 

6.0e-43 

115 

76 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 



Seq. No. 


204271 


Seq. ID 


LIBJUoo-UDl-yi-LI-riJ 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


211 


E value 


1.0e-115 


Match length 


436 


% identity 


32 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete 


Seq. No. 


204272 


Seq. ID 


LIB3083-051-Q1-L1-H4 


Method 


BLASTX 1 


NCBI GI 


gl36057 


BLAST score 


551 


E value 


1.0e-56 


Match length 


141 


% identity 


74 


NCBI Description 


TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 


>gi_99499_pir A32187 (S) -tetrahydroberberine 




Coptis japonica >gi_556171 (J04121) triosepho 




isomerase [Coptis japonica] 


Seq. No. 


204273 


Seq. ID 


LIB3083-051-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


g4426565 


BLAST score 


141 


E value 


1.0e-08 


Match length 


113 


% identity 


27 


NCBI Description 


(AF031483) unknown [Rattus norvegicus] 



27884 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204274 

LIB3083-051-Q1-L1-H6 

BLASTX 

g3290020 

541 

2.0e-55 

121 

88 

(AF044172) cysteine synthase; CS-A; O-acetylserine (thiol) 
lyase; cytosolic isoform [Solanum tuberosum] 



Seq. No. 


ZU4Z ID 


Seq. ID 


LIB3083-051-Q1-L1-H / 


Method 


BLASTX 


NCBI GI 


g2995405 


BLAST score 


294 


E value 


2 .Oe-26 


Match length 


146 


% identity 


54 


NCBI Description 


(Y12432) polyprotein 


Seq. No. 


zU4z / D 


Seq. ID 


LIB3083-051-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g2827141 


BLAST score 


228 


E value 


7.0e-19 


Match length 


106 


% identity 


53 


NCBI Description 


(AF027173) cellulose 




[Arabidopsis thalian; 


Seq. No. 


204277 


Seq. ID 


LIB3083-052-Q1-L1-A1 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


287 


E value 


1.0e-160 


Match length 


341 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18 

Gossypium hirsutuia cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

204278 

LIB3083-052-Q1-L1-A10 

BLASTX 

g2497743 

150 

8-0e-10 

57 
54 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 (S78173) LTP=lipid transfer protein 
[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 
[Gossypium hirsutum] 



27885 




Seq. No. 


204279 


Seq. ID 


LIB3083-052-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


g2244835 


Dii/ioi score 




E value 


4.0e-25 


Match length 


74 


% identity 


68 


NCBI Description 


(Z97337) protein kinase homolog [Arabidopsis thaliana] 


Seq. No. 


204280 


Seq. ID 


LIB3083-052-Q1-L1-A4 


Method 


BLASTX 


NCBI GI 


g3738285 


Dii/ioi score 


A A "3 

4 4 5 


E value 


4.0e-44 


Match length 


118 


% identity 


71 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 


Seq. No. 


204281 


Seq. ID 


LIB3083-052-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


gl890317 


BLAST score 


547 


E value 


3.0e-56 


Match length 


145 


% identity 


70 


NCBI Description 


(Y11791) peroxidase ATP26a [Arabidopsis thaliana] 


Seq. No. 


204282 


Seq. ID 


LIB3083-052-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


gl915974 


BLAST score 


478 


E value 


1 . ue-b / 


Match length 


140 


% identity 


84 


NCBI Description 


(U62329) fructokinase [Lycopersicon esculentum] >gi 2102 




(U64818) fructokinase [Lycopersicon esculentum] ~ 


Seq. No. 


204283 


Seq. ID 


LIB3083-052-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


g4204315 


DijAbi score 


Jlu 


E value 


2.0e-28 


Match length 


117 


% identity 


51 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


204284 


Seq. ID 


LIB3083-052-Q1-L1-B11 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


527 


E value 


5.0e-54 



27886 



Match^ length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



120 
79 

(AC005223) 45643 [Arabidopsis thaliana] 
204285 

LIB3083-052-Q1-L1-B12 

BLASTX 

gl632831 

247 

4.0e-39 

100 

80 

(Z49698) orf [Ricinus communis] 
204286 

LIB3083-052-Q1-L1-B2 

BLASTX 

gl703375 

665 

5.0e-70 

132 

98 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_db j_BAA08259_ (D45420) 
DcARFl [Daucus carota] 

204287 

LIB3083-052-Q1-L1-B3 

BLASTX 

g3650030 

244 

9.0e-21 

110 

51 

(AC005396) unknown protein [Arabidopsis thaliana] 
204288 

LIB3083-052-Q1-L1-B4 

BLASTX 

g3150414 

244 

1.0e-23 
126 

(AC004165) AtRanBPlb protein [Arabidopsis thaliana] 
204289 

LIB3083-052-Q1-L1-B5 

BLASTX 

g3757515 

263 

7.0e-23 

76 

71 

(AC005167) hypothetical protein [Arabidopsis thaliana] 
204290 

LIB3083-052-Q1-L1-B6 



27887 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4469020 

416 

8.0e-41 

115 
72 

(AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204291 

LIB3083-052-Q1-L1-B7 

BLASTX 

g3559805 

235 

1.0e-19 

64 

61 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



204292 

LIB3083-052-Q1-L1-B8 

BLASTX 

g4510400 

662 

1.0e-69 

139 
87 

(AC006587) putative vacuolar-type H(+)-ATPase [Arabidopsis 
thaliana] 

204293 

LIB3083-052-Q1-L1-B9 

BLASTX 

g2388689 

276 

2.0e-24 

84 

70 

(AF016633) GH1 protein [Glycine max] 
204294 

LIB3083-052-Q1-L1-C10 

BLASTX 

g2497743 

434 

3.0e-43 

92 

92 

NONSPECIFIC LIP ID- TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 (S78173) LTP=lipid transfer protein 

[Gossypium hirsutum^cotton, fiber, Peptide, 120 aa] 

[Gossypium hirsutum] 

204295 

LIB3083-052-Q1-L1-C5 
BLASTX 



27888 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3212866 
180 

4.0e-13 

135 

31 

(AC004005) 



unknown protein [Arabidopsis thaliana] 



204296 

LIB3083-052-Q1-L1-C6 

BLASTX 

gl326163 

276 

2.0e-24 

63 

79 

(U54704) stress related protein PvSRP [Phaseolus vulgaris] 
204297 

LIB3083-052-Q1-L1-D10 

BLASTX 

g2065531 

233 

9.0e-20 

89 

54 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
204298 

LIB3083-052-Q1-L1-D3 

BLASTX 

g464444 

697 

9.0e-74 
148 
8 9 

PROTEASOME, 30 KD SUBUNIT (MULTI CATALYTIC ENDOPEPTIDASE 

COMPLEX 30 KD SUBUNIT) >gi_54 188 9_pir S39900 proteasome - 

Arabidopsis thaliana >gi_166830 (M98495) proteasome 
[Arabidopsis thaliana] 



204299 

LIB3083-052-Q1-L1-D4 

BLASTX 

g2995953 

315 

5.0e-29 

105 

61 

(AF053565) glutaredoxin I 



[Mesembryanthemum crystallinum] 



204300 

LIB3083-052-Q1-L1-D7 

BLASTX 

gl076580 

331 

7.0e-31 
117 



27889 



€1 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54 

alcohol dehydrogenase homolog ADH3b - tomato 
>gi_913446_bbs_160508 (S75487) alcohol dehydrogenase ADH 
{EC 1.1.1.1} [Lycopersicon esculentum^tomatoes, cv. red 
cherry, Peptide, 390 aa] [Lycopersicon esculentum] 

204301 

LIB3083-052-Q1-L1-D8 

BLASTX 

g4098331 

503 

1.0e-65 

142 

87 

(U76896) beta-tubulin 



5 [Triticum aestivum] 



204302 

LIB3083-052-Q1-L1-D9 

BLASTX 

g2739046 

410 

3.0e-40 

125 

61 

(AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

204303 

LIB3083-052-Q1-L1-E1 

BLASTX 

gl076627 

415 

1.0e-44 

100 

95 

inorganic pyrophosphatase (EC 3.6.1.1) - common tobacco 
>gi_790479_emb_CAA58701_ (X83730) inorganic pyrophosphatase 
[Nicotiana tabacum] 

204304 

LIB3083-052-Q1-L1-E10 

BLASTX 

gl730630 

204 

4.0e-16 

106 

41 

HYPOTHETICAL 82.6 KD PROTEIN B0361.8 IN CHROMOSOME III 
>gi_458956 (U00031) similar to cytoplasmic domain of 
synaptobrevin [Caenorhabditis elegans] 

204305 

LIB3083-052-Q1-L1-E11 

BLASTX 

gl914683 

167 

2.0e-12 



27890 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



56 
66 

(Y12013) RAD23, isoform I [Daucus carota] 
204306 

LIB3083-052-Q1-L1-E12 

BLASTX 

g464621 

315 

3.0e-29 

108 

59 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S2858 6 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

204307 

LIB3083-052-Q1-L1-E3 

BLASTX 

g2511598 

309 

3.0e-28 

80 

75 

(Y13696) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] 

204308 

LIB3083-052-Q1-L1-E4 

BLASTX 

g398994 

207 

2.0e-16 

47 

83 

1-AMINOCYCLOPROPANE- 1-CARBOXYLATE OXIDASE (ACC OXIDASE) 

( ETHYLENE- FORMING ENZYME) (EFE) >gi_166313 (M97961) tomato 

and apple ACC oxidase homologue [Actinidia deliciosa] 

204309 

LIB3083-052-Q1-L1-E5 

BLASTX 

gl707642 

163 

3.0e-ll 

45 

73 

(Y07748) TMK [Oryza sativa] 
204310 

LIB3083-052-Q1-L1-E7 

BLASTX 

g4006878 

471 

2.0e-47 
124 



27891 



% identity 69 t 

NCBI Description (Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 



Seq. No. 


204311 


Seq. ID 


LIB3083-052-Q1-L1-F1 


J\As~^ 4— Vi /-\ /"I 


RT.A^TX 


xtprt ct 

r4v^£5x al 


a2347208 


I2T ACT" cpnro 


409 


Hi v ax Lid 


5.0e-40 




133 


^ X ILL. J- l, _y 


59 


NPRT np» ^ p t i Dt* i on 


(AC002338) APG protein isolog 


Seq. No. 


204312 


Seq. ID 


LIB3083-052-Q1-L1-F11 




BLASTN 


MPDT 


al000085 




«j *± 


"P" *wa 1 ilf^ 

Hi V CLX 


1.0e-21 


IXlatoIl xfcriiy Lil 


102 


& "5 Hanf* i i~ w 
% xU.CllL.XL,y 


94 




Gossypiuiu hirsutum clone CKE6- 


Seq. No. 


204313 


Seq. ID 


LIB3083-052-Q1-L1-F12 


Method 








BLAST score 


1 £*7 
10/ 


.fcj value 




Match length 




^ luentity 




"KIPT5T HflcoT'iri'l"! c\T\ 


fAP004 667) Dutative DAL1 prot< 


beq. iNo . 


904*314 

jl. U *± -J X *± 


Seq. ID 


LIB3083-052-Q1-L1-F4 


Method 


BLASTX 


VT/T3 T T 

NCdI VjJL 


g^t jjjjoj 


DT 7\ O T 1 o /-i /-\ v z^ 

rsiiAbi score 




E value 




\A~\ -+- r-« Vi 1 onrr'hh 


144 


9- -t £i T*i 4" "1 4~ T 7 

% lueiiLiuy 




jnudx uescripuiuii 


{ Al,Ci'^ c i c i / ? 6) mutative orotein ( 




thaliana] 


Seq. No. 


204315 


Seq. ID 


LIB3083-052-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g3334113 


BLAST score 


466 


E value 


1.0e-46 



[Arabidopsis 



Match length 

% identity 

NCBI Description 



89 
100 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 



Seq. No. 
Seq. ID 



204316 

LIB3083-052-Q1-L1-F7 



27892 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464849 

730 

1.0e-77 

145 
99 

TUBULIN ALPHA CHAIN >gi_48 68 47_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 





204317 


Qa a ID 


LIB3083-052-Q1-L1-F8 




BLASTX 


NCBI GI 


gl778378 


BLAST score 


242 




9 Op-20 


i v iar,cn lengtn 


o o 


% identity 


0 ± 


1NU.E51 UcbOIipLiUIl 


fnfil?8Q^ NAPlPs rPisum sativum] 


beg. no. 


ZU*tJlO 


oeq. i^ 


LIB3083-052-O1-L1-F9 


Method 




NCBI GI 


g4539324 


BLAST score 


323 


E value 




Match length 


Q7 

y / 


% identity 


T 0 


nldi Description 


^ M 1 iU J J O / Zs } JS-J-llCO J_ll X J- JVC ^Ji-\J 


beg. no. 




beg. iu 


T.TFnOR^-OS^-Ol-Ll-GlO 


Me tnou 


DlLflvJ 1 /\ 


NCBI GI 


g3763940 


BLAST score 


188 


E value 




Match length 


DO 


% identity 


A Q 


1NO.D1 UcbL-XipLlUIl 


( ACOOAA^O) hvnothetical orotein 


beg. no . 






LIB3083-052-O1-L1-G11 


Method 


BLASTX 


NCBI GI 


g4415996 


BLAST score 


361 


E value 


1.0e-34 


Match length 


96 


% identity 


77 


NCBI Description 


(AF059290) beta-tubulin 4 [Eleus 


Seg. No. 


204321 


Seg. ID 


LIB3083-052-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g2065531 


BLAST score 


281 


E value, 


2.0e-25 


Match length 


83 



27893 




% identity 


67 


NCBI Description 


(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 


Seq. No. 


204322 


Seq. ID 


LIB3083-052-Q1-L1-G4 


Method 


BLASTX 


NCBI GI 


g2961357 


BLAST score 


186 


E value 


6.0e-14 


Match length 


127 


% identity 


31 


NCBI Description 


(AL022140) putative protein [Arabidopsis thaliana] 


Seq. No. 


204323 


Seq. ID 


LIB3083-052-Q1-L1-G5 


Mpt hod 


BLASTX 


NCBI GI 


g3328221 


BLAST score 


191 


E value 


7.0e-16 


Ma1~r*h 1 print h 


48 


S: n ripnt it v 

Q — 1- 11 L .4. Lp* y 


86 


NCBI Description 


(AF076920) thioredoxin peroxidase [Secale cereale] 


Sea No 


204324 


Seq. ID 


LIB3083-052-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


a3236237 


BLAST score 


480 


E value 


2.0e-48 


Mflfrh 1 print h 


132 


O XUCliLX Ljr 


67 


NPRT Flp^pri nf i nri 

!NV_irJOX i-/ v3i O UJ L £J LXUH 


(AC004684) putative ribotol dehydrogenase [Arabidopsis 




thaliana] 




204325 


Seq. ID 


LIB3083-052-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


g4539397 


BLAST score 


252 


E value 


5.0e-45 


Matnh lenath 


106 


?; 1 dent it V 


78 


NCRT De^pr/iot ion 


(AL035526) cellulose synthase-like protein [Arabidopsis 




thaliana] 


Sea No 


204326 


Seq. ID 


LIB3083-052-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g3549666 


BLAST score 


357 


E value 


6. 0e-34 


Match length 


87 


% identity 


78 


NCBI Description 


(AL031394) putative protein [Arabidopsis thaliana] 


Seq. No. 


204327 


Seq. ID 


LIB3083-052-Q1-L1-H4 



27894 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4263771 

148 

2.0e-09 

147 

29 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



204328 

LIB3083-052-Q1-L1-H6 
BLASTX 



NCBI GI 


g2982259 




511 


Ct value 


5 Oe-52 




121 


% "i Hpnt" i t v 

O -L. 1 X k» JL (— y 


79 








ma r*i anal 


C ^ rr \T/~>, 

oeq • wo . 


u *± y 


Sea ID 


LIB3083-052 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


385 


E value 


3.0e-37 


Match length 


142 


% identity 


54 


NCBI Description 


(AC006200) 


Seq. No. 


204330 


Seq. ID 


LIB3083-053 


Method 


BLASTX 


NCBI GI 


g2739046 


BLAST score 


295 


E value 


2.0e-30 


Match length 


112 


% identity 


62 


NCBI Description 


(AF024652) 



probable 60s ribosomal protein L13a [Picea 



[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204331 

LIB3083-053-Q1-L1-A11 

BLASTX 

gl703375 

593 

1.0e-61 

115 

100 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_965483_dbj_BAA08259_ (D45420) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



204332 

LIB3083-053-Q1-L1-A12 

BLASTX 

g2078350 

163 



27895 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID" 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-ll 

96 

43 

(U95923) transaldolase [Solanum tuberosum] 
204333 

LIB3083-053-Q1-L1-A2 

BLASTX 

g3522929 

586 

7.0e-61 

125 

88 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi__373827 9 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

204334 

LIB3083-053-Q1-L1-A3 

BLASTX 

gl076545 

435 

3.0e-43 

113 

73 

guanine nucleotide regulatory protein - fava bean 
>gi_547 478_emb_CAA85733_ (Z37503) guanine nucleotide 

regulatory protein [Vicia faba] >gi_1098297_prf 2115367E 

small GTP-binding protein [Vicia faba] 



Seq. No. 


204335 


Seq. ID 


LIB3083-053-Q1-L1-A4 


Method 


BLASTX 


NCBI GI 


g2633727 


BLAST score 


150 


E value 


1.0e-09 


Match length 


99 


% identity 


38 


NCBI Description 


(Z99111) ykrT [Bacillus 


Seq. No. 


204336 


Seq. ID 


LIB3083-053-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g4539327 


BLAST score 


469 


E value 


4.0e-47 


Match length 


114 


% identity 


81 


NCBI Description 


(AL035679) putative prot 


Seq. No. 


204337 


Seq. ID 


LIB3083-053-Q1-L1-B1 


Method 


BLASTX 


NCBI GI 


gl658197 


BLAST score 


515 


E value 


2.0e-52 


Match length 


133 



27896 



% identity 

NCBI Description 



72 

(U74630) calreticulin [Ricinus communis] >gi_17 63297 
(U74631) calreticulin [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204338 

LIB3083-053-Q1-L1-B10 

BLASTN 

g2829205 

310 

1.0e-174 

317 

20 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 


204339 


beq. id 


lilijjUOj Ujj yl Ll Oil 


Method 




NCBI bl 


rrA QO QO 

g4o jyzy^ 


-b.Urt.oi score 




E value 


o . ue z.z 


Match length 


/ u 


% identity 


O / 


NCBI Description 


(AJ_iU4y4oU; puuaT.ive riijosoina- 




thaliana] 


beq. wo. 




Seq. ID 


LIB oUoo-UOo-Ui —LI -dIZ 


Method 


BLASTX 


NCBI GI 


g4o jyoy^ 


BLAST score 


Oil 

311 


E value 


1 . ue-zo 


Match length 


loo 


% identity 




NCBI Description 


(AL035526) putative protein 


oeq • lmo . 


Z. (J ti «J *i J. 


Seq. ID 


LIB3083-053-Q1-L1-B3 


Method 


BLASTN 


NCBI GI 


g!143223 


BLAST score 


383 


E value 


0.0e+00 


Match length 


406 


% identity 


57 


NCBI Description 


Gossypium barbadense FbLate- 


Seq. No. 


204342 


Seq. ID 


LIB3083-053-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g4490305 


BLAST score 


360 


E value 


2.0e-34 


Match length 


125 


% identity 


57 


NCBI Description 


(AL035678) putative protein 


Seq. No. 


204343 



2 gene, complete cds 



27897 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-053-Q1-L1-B6 

BLASTX 

g3121848 

707 

5.0e-75 

138 

64 

CALMODULIN >gi_1835521 
annuum] 



(U83402) calmodulin [Capsicum 



204344 

LIB3083-053-Q1-L1-B7 

BLASTX 

g3183321 

327 

2.0e-30 

96 

66 

HYPOTHETICAL 28.1 KD PROTEIN C4F8.03 IN CHROMOSOME I 
>gi_2330820_emb_CAB11050_ (Z98530) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 


204345 


Seq. ID 


LIB3083-053-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 




BLAST score 


698 


E value 




Match length 


129 


% identity 


9ft 


NCBI Description 


(U76896) beta-tubulin 5 [ 


Seq. No. 


204346 


Seq. ID 


LIB3083-053-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


144 


E value 


5.0e-09 


Match length 


40 


% identity 


62 


NCBI Description 


(AL021711) putative prote 


Seq. No. 


204347 


Seq. ID 


LIB3083-053-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g4006886 


BLAST score 


180 


E value 


2.0e-13 


Match length 


68 


% identity 


65 


NCBI Description 


(Z99708) putative protein 


Seq. No. 


204348 


Seq. ID 


LIB3083-053-Q1-L1-C10 


Method 


BLASTX 


NCBI GI 


gll69534 


BLAST score 


398 



27898 



II 



E value 
Match length 
% identity 
NCBI Description 



9.0e-39 

83 

94 

ENOLASE ( 2 - PHOS PHOGL YCERATE DEHYDRATASE) 

(2-PH0SPH0-D-GLYCERATE HYDRO-LYASE) >gi_542019_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



beg. jmo . 


9 n A LA Q 


beg. id 


LlDJUO J Ujj J-i-L \sO 


Mot* Vi /^i/H 








BLAST score 


556 


E value 


2.0e-57 


Match length 


1 1 -5 
ilj 


% identity 


0 ^ 
Zj 


NCBI Description 


(a / /4oo; pennairieric poxyuDi.quii.in [rsiicoi: 


Seq. No. 




Seq. ID 


LIBoUo J-Uoi-yi-Ll-Co 


Method 


DT 7\ QTY ^ 


NUdX bl 


rvO QOA Q7Q 

gz o y 4 J / o 


BLAST score 


1 QO 


E value 


9.0e-14 


Match length 


69 


% identity 




NCBI Description 


(Y14573) putative ribophorin I homologue 


Seq. No. 




Seq. ID 


LIBJuo3-Uoo-Q1-L1-Cd 


Method 


BliASTX 






BLAST score 


357 


E value 


6.0e-34 


Match length 


126 


% identity 


58 


NCBI Description 


(AC006403) putative zinc-finger protein 




thaliana] 


Seq. No. 


204352 


Seq. ID 


LIB3083-053-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


gl705678 


BLAST score 


643 


E value 


1.0e-67 


Match length 


124 



[Hordeum vulgare] 



% identity 

NCBI Description 



55 

CELL DIVISION CYCLE PROTEIN 4 8 H0M0L0G (VALOSIN CONTAINING 
PROTEIN H0M0L0G) (VCP) >gi__862480 (U20213) 
valosin-containing protein [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



204353 

LIB3083-053-Q1-L1-C8 

BLASTX 

g4468990 

148 



27899 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-09 

35 
86 

(AL035605) putative protein [Arabidopsis thaliana] 
204354 

LIB3083-053-Q1-L1-C9 

BLASTX 

g3850587 

453 

3.0e-45 

134 

72 

(AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 

204355 

LIB3083-053-Q1-L1-D10 

BLASTX 

g547683 

186 

4.0e-14 

50 
78 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



204356 

LIB3083-053-Q1-L1-D12 

BLASTX 

g3617837 

610 

1.0e-63 

121 
93 

(AF035820) gibberellin action negative regulator SPY 
[Hordeum vulgare] 

204357 

LIB3083-053-Q1-L1-D4 

BLASTX 

g3153902 

410 

3.0e-40 

104 

77 

(AF066076) 14-3-3-like protein [Helianthus annuus] 
204358 

LIB3083-053-Q1-L1-D5 

BLASTX 

g4388730 

288 

8.0e-29 



27900 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



86 
70 

(AC006413) hypothetical protein [Arabidopsis thaliana] 
204359 

LIB3083-053-Q1-L1-D8 

BLASTX 

gl703115 

555 

4.0e-57 

102 

100 

ACTIN 3 >gi_2129526_pir S68112 actin 3 - Arabidopsis 

thaliana >gi_1145695 (U39480) actin [Arabidopsis thaliana] 
>gi_3236244 (AC004684) actin 3 protein [Arabidopsis 
thaliana] 

204360 

LIB3083-053-Q1-L1-E1 

BLASTX 

g345829 

281 

5.0e-25 

83 

61 

ubiquitin carrier protein E2 - human 
204361 

LIB3083-053-Q1-L1-E12 

BLASTX 

gl36739 

609 

2.0e-63 

132 

85 

UTP— GLUCOSE-1-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

204362 

LIB3083-053-Q1-L1-E2 

BLASTX 

g2995405 

297 

6.0e-27 

135 

51 

(Y12432) polyprotein [Ananas comosus] 
204363 

LIB3083-053-Q1-L1-E4 

BLASTX 

gl518388 

276 

1.0e-24 



27901 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
59 

(X91172) korean-radish isoperoxidase [Raphanus sativus] 
204364 

LIB3083-053-Q1-L1-E5 

BLASTX 

gl33867 

371 

9.0e-36 

90 

81 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



204365 

LIB3083-053-Q1-L1-E7 

BLASTX 

gl293835 

248 

4.0e-21 

110 

47 

(U56965) C15H9.5 gene product 
204366 

LIB3083-053-Q1-L1-E9 
BLASTX 



[Caenorhabditis elegans] 



NCBI GI 


g3243234 


BLAST score 


433 


E value 


5,0e-43 


Match length 


108 


% identity 


81 


NCBI Description 


(AF071477) isoflavone reductas 




communis] 


Seq. No. 


204367 


Seq. ID 


LIB3083-053-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g2055230 


BLAST score 


327 


E value 


1.0e-30 


Match length 


115 


% identity 


56 


NCBI Description 


(AB000130) SRC2 [Glycine max] 


Seq. No. 


204368 


Seq. ID 


LIB3083-053-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


gl076627 


BLAST score 


302 


E value 


1.0e-27 


Match length 


82 


% identity 


72 


NCBI Description 


inorganic pyrophosphatase (EC 



3.( 

>gi_790479_emb_CAA58701_ (X83730) 



,1.1) - common tobacco 
inorganic pyrophosphatase 



27902 



[Nicotiana feabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204369 

LIB3083-053-Q1-L1-F5 

BLASTX 

g4218121 

196 

4.0e-15 

43 

77 

(AL035353) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204370 

LIB3083-053-Q1-L1-F7 

BLASTX 

g3790102 

314 

3.0e-29 

91 

62 

(AFO 95521) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204371 

LIB3083-053-Q1-L1-G10 

BLASTX 

g2924520 

417 

5.0e-41 

108 

81 

(AL022023) plasma membrane intrinsic protein 
[Arabidopsis thaliana] 



(SIMIP) 



Seq. No. 


204372 


Seq. ID 


LIB3083-053-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g2245087 


BLAST score 


183 


E value 


1.0e-13 


Match length 


88 


% identity 


43 


NCBI Description 


(Z97343) hypothetical 


Seq. No. 


204373 


Seq. ID 


LIB3083-053-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g3608485 


BLAST score 


689 


E value 


7.0e-73 


Match length 


141 


% identity 


94 


NCBI Description 


( AF08 8 915 ) proteasome 


Seq. No. 


204374 


Seq. ID 


LIB3083-053-Q1-L1-G6 


Method 


BLASTX 



27903 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3024020 
615 

3.0e-64 

121 

95 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204375 

LIB3083-053-Q1-L1-H11 

BLASTX 

gl351206 

543 

7.0e-56 

121 

85 

TRANS-CINNAMATE 4 -MONOOX YGENAS E (CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 

>gi_629663_pir S44169 trans-cinnamate 4-monooxygenase (EC 

1.14.13.11) cytochrome P450 73 - Madagascar periwinkle 

>gi_2129922_pir S68204 trans-cinnamate 4-monooxygenase (EC 

1.14.13.11) - Madagascar periwinkle 

>gi_473229_emb_CAA83552_ (232563) cinnamate 4-hydroxylase 
(CYP73) [Catharanthus roseus] 

204376 

LIB3083-053-Q1-L1-H2 

BLASTX 

g2982268 

207 

1.0e-16 

40 

97 

(AF051217) probable 4 OS ribosomal protein S15 [Picea 
mariana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204377 

LIB3083-053-Q1-L1-H8 

BLASTX 

g4467157 

220 

5.0e-18 

105 

44 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 



204378 

LIB3083-054-Q1-L1-A11 

BLASTX 

g2369714 

517 

7.0e-53 

108 

91 

(Z97178) elongation factor 



2 [Beta vulgaris] 



27904 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204379 

LIB3083-054-Q1-L1-B12 

BLASTX 

g2864609 

248 

3.0e-21 

126 

44 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_404 9337_emb_CAA22562_ (AL034567) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204380 

LIB3083-054-Q1-L1-C12 

BLASTX 

g586076 

665 

5.0e-70 

126 

98 

TUBULIN BETA-1 CHAIN >gi_48 6734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736__ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204381 

LIB3083-054-Q1-L1- 

BLASTX 

g586076 

617 

2.0e-64 

122 

94 

TUBULIN 
chain - 
tubulin 



■D10 



BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
1 [Lupinus albus] 



Seq. No. 


204382 


Seq. ID 


LIB3083-054-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g4415992 


BLAST score 


698 


E value 


6.0e-74 


Match length 


134 


% identity 


99 


NCBI Description 


(AF059288) beta-tubulin 


Seq. No. 


204383 


Seq. ID 


LIB3083-054-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


g417745 


BLAST score 


677 


E value 


2.0e-71 


Match length 


138 


% identity 


95 


NCBI Description 


ADENOSYLHOMOCYSTEINASE 



2 [Eleusine indica] 



HYDROLASE ) ( ADOHC YASE ) 



(S-ADENOSYL-L-HOMOCYSTEINE 
>gi_170773 (L11872) 



27905 



S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204384 

LIB3083-054-Q1-L1-E11 

BLASTX 

g4512673 

527 

7.0e-54 

140 

79 

(AC006931) putative phosphoprotein phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204385 

LIB3083-054-Q1-L1-E12 

BLASTX 

g!785791 

158 

1.0e-10 

53 
55 

(Y08502) orf204 [Arabidopsis thaliana] 



Seq. No. 


204386 


Seq. ID 


TTD*3nQ*5 At; A — A1 — T 1 _T1 9 
LIdjUO j Uj4 yi Li £ 1Z 


Method 


BLASTX 


NCBI GI 


g3337352 


BLAST score 


179 


E value 


3.0e-13 


Match length 


78 


% identity 


49 


NCBI Description 


(AC004481) putative cnron 




[Arabidopsis thaliana] 


Seq. No. 


204387 


Seq. ID 


LIB3083-054-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g3283893 


BLAST score 


251 


E value 


2.0e-21 


Match length 


124 


% identity 


40 


NCBI Description 


(AF070626) unknown [Homo 


Seq. No. 


204388 


Seq. ID 


LIB3083-054-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g464849 


BLAST score 


628 


E value 


1.0e-65 


Match length 


142 


% identity 


87 


NCBI Description 


TUBULIN ALPHA CHAIN >gi > 



_ 847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 



204389 



27906 



€1 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-054-Q1-L1-G9 

BLASTX 

g2129495 

683 

3.0e-72 

142 

89 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



204390 

LIB3083-054-Q1-L1-H9 

BLASTX 

g4103342 



JDXjriO X owic 


494 


hj vaxue 




Match length 




Sr 1 riant* T "Hw 


87 


jnudX uescripuion 


l RFfi9?^77} acramous- like outative 




LL/UCUHH5 bdUlVUuSj 


beq* no. 




Seq. ID 


LIB3083-055-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


217 


E value 


1.0e-17 


Match length 


46 


% identity 


91 


NCBI Description 


(U58283) cellulose synthase [Gos 


Seq. No. 


204392 


Seq. ID 


LIB3083-055-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g3334405 


BLAST score 


534 


E value 


7.0e-55 


Match length 


111 


% identity 


98 


NCBI Description 


VACUOLAR ATP SYNTHASE SUBUNIT E 


>gi 2267583 (AF009338) vacuolar 




[Gossypium hirsutum] 



(V-ATPASE E SUBUNIT) 
H+-ATPase subunit E 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204393 

LIB3083-055-Q1-L1-C4 

BLASTX 

g3860277 

538 

4.0e-55 

115 
91 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 



204394 



27907 



(I 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-055-Q1-L1-C6 

BLASTN 

g3327922 

33 

6.0e-09 

77 
86 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



JClJt IN \J . 


204395 


Seq. ID 


LIB3083-055-Q1-L1-C8 




BLASTX 


NCBI GI 


g38€0308 


BLAST score 


150 


E value 


1.0e-09 


Match length 


53 


% identity 


62 


NCBI Description 


(AJ012681) hypothetical protein [Cicer 


Seq. No. 


204396 


Seq. ID 


LIB3083-055-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


gll70603 


BLAST score 


185 


E value 


8.0e-14 


Match length 


97 


% identity 


41 


NCBI Description 


PROBABLE SERINE/THREONINE-PROTEIN C2F7. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



03C 

>gi_2130372_pir S58147 hypothetical protein SPAC2F7.03c 

fission yeast (Schizosaccharomyces pombe) 
>gi_1052786_emb_CAA904 90_ (Z50142) protein kinase 
[Schizosaccharomyces pombe] 

204397 

LIB3083-055-Q1-L1-D12 

BLASTN 

g2980787 

39 

1.0e-12 

75 

88 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204398 

LIB3083-055-Q1-L1-D2 

BLASTX 

g3641298 

152 

2.0e-14 

76 
61 

(AF087135) FIFO-type ATPase subunit d [Homo sapiens] 
>gi_4454676_gb_AAD20956_ (AF070650) FIFO-type ATP synthase 
subunit d [Homo sapiens] 



27908 



Seer. No. 


204399 


Seq. ID 


LIB3083-055 


Method 


BLASTX 


NCBI GI 


g4512653 


BLAST score 


263 


E value 


6. Oe-23 


Match length 


68 


S; t fipnt it v 


76 


NCBI Description 


(AC007048) 


Sea. No. 


204400 


Seq. ID 


LIB3083-055 


Method 


BLASTX 


NCBI GI 


g2829899 


BLAST score 


276 


E value 


2.0e-24 


Match length 


127 


% identity 


43 


NCBI Description 


(AC002311) 



-D8 



similar to ripening- induced protein, 
gp_AJ001449_2465015 and majortlatex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204401 

LIB3083-055-Q1-L1-E11 

BLASTN 

gl88625 

36 

9.0e-ll 

203 
84 

Human moesin mRNA, complete cds, 
>gi_4505256_ref_NM_002444 . 1_MSN 
mRNA 



Homo sapiens moesin (MSN) 



Seq. No. 


204402 


Seq. ID 


LIB3083-055-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g3395440 


BLAST score 


233 


E value 


2.0e-19 


Match length 


109 


% identity 


42 


NCBI Description 


(AC004683) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


204403 


Seq. ID 


LIB3083-055-Q1-L1-F5 


Method 


BLASTN 


NCBI GI 


gl69712 


BLAST score 


41 


E value 


9.0e-14 


Match length 


122 


% identity 


89 


NCBI Description 


Ricinus communis metallothionein (RCMIT) mRNA, complete 


Seq. No. 


204404 


Seq. ID 


LIB3083-055-Q1-L1-F6 


Method 


BLASTX 



27909 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl737490 
156 

2.0e-10 

65 

46 

(U81006) p76 [Homo sapiens] 
204405 

LIB3083-055-Q1-L1-G11 

BLASTX 

g2129473 

255 

5.0e-22 

94 

52 

arabinogalactan-like protein - loblolly pine >gi_6Q7774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 


ZLJ44UD 


Seq. ID 


LIB3083-055- 


Method 


BLASTX 


NCBI GI 


g4o Jyozo 


BLAST score 


343 


E value 


z . ue -oz 


Match length 


108 


% identity 


55 


NCBI Description 


(AJ012370) ] 


Seq. No. 


204407 


Seq. ID 


LIB3083-055 


Method 


BLASTX 


NCBI GI 


g2689631 


BLAST score 


679 


E value 


1.0e-71 


Match length 


134 


% identity 


99 


NCBI Description 


(AF022389) , 


Seq. No. 


204408 


Seq. ID 


LIB3083-055 


Method 


BLASTX 


NCBI GI 


g3834307 


BLAST score 


263 


E value 


5.0e-23 


Match length 


70 


% identity 


71 


NCBI Description 


(AC005679) 



-Q1-L1-G4 



NAALADase II protein [Homo sapiens] 



ADP-ribosylation factor [Vigna unguiculata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



putative protein from Arabidopsis thaliana BAC gb_AL021712< 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 

204409 

LIB3083-055-Q1-L1-G7 

BLASTX 

g4567283 

255 

4.0e-22 



27910 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
76 

(AC006841) 



unknown protein [Arabidopsis thaliana] 



204410 

LIB3083-055-Q1-L1-G8 

BLASTX 

gl354849 

450 

6.0e-45 

121 

69 

(U57350) epoxide hydrolase [Nicotiana tabacum] 
204411 

LIB3083-055-Q1-L1-H3 

BLASTX 

g627566 

154 

3.0e-10 

58 

52 

phosphate carrier protein, form B - human 

>gi_38262_emb_CAA42641_ (X60036) phosphate carrier protein 
[Homo sapiens] >gi_4505775_ref_NP__002626. l_pPHC_ phosphate 
carrier, mitochondrial 

204412 

LIB3083-055-Q1-L1-H4 

BLASTX 

g627566 

233 

2.0e-19 

87 

57 

phosphate carrier protein, form B - human 

>gi_382 62_emb_CAA42641_ (X60036) phosphate carrier protein 
[Homo sapiens] >gi_4505775_ref_NP__002626 . l_pPHC_ phosphate 
carrier, mitochondrial 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



204413 

LIB3083-055-Q1-L1-H5 

BLASTX 

g541951 

224 

2.0e-18 

99 

48 

SPCP2 protein - soybean >gi_310578 
[Glycine max] 

204414 

LIB3083-055-Q1-L1-H7 

BLASTX 

g2865523 

214 

3.0e-17 



(L12258) nodulin-26 



27911 



Match length 68 
% identity 29 

NCBI Description (AF044584) cold regulated LTC0R18 [Lavatera thuringiaca] 



Seq. No. 


204415 


Seq. ID 


LIB3083-056-Q1-L1-A1 


Method 




NCBI GI 


A £1 H A £ 


BLAST score 


£ A "3 


E value 


i . ue~*oo 


Match length 


loo 


% identity 


"J A 

/ 4 


NCBI Description 


/ 7\POAOOQO\ C-iTn-i 1 -3 >~ 4- 7\ T 1 "D r* H f raf o-l \ra go rSrahl HpiTi c; n c; 

VAUUUZ^yz; ollUlXar TZO Hlr CltidLe xyaoc L- rt ~ Lcl - L, - i - uu P ::, - L;:j 


thaliana] 


Seq. No. 


204416 


Seq. ID 


LIBoUo J — UOO— yi-Lil— 


Method 


BLASTX 


NCBI GI 


g3402722 


BLAST score 




E value 


1 . ue-oJ 


Match length 


141 


% identity 


/ u 


NCBI Description 


(AC004261) CPDK-relatea protein [AraDiaopsis rnanana 


Seq. No. 


204417 


Seq. ID 


LIBoUoo-Ubo-Ql-Ll-A4 


Method 


BLASTX 


NCBI GI 


g806310 


BLAST score 


171 


E value 


4 . 0e-12 


Match length 


144 


% identity 


lb 


NCBI Description 


(J02746) proline-rich protein [Glycine max] 


Seq. No. 


204418 


Seq. *ID 


LIB3083-056-Q1-L1-A5 


Method 


tit iv rimv 

BLASTX 


NCBI GI 


g2462746 


BLAST score 


634 


E value 


O Art £ £ 


Match length 


146 


% identity 


80 


NCBI Description 


(ACUU^^y^) bimiiar to Aif— citrate— lyase L^raDiaopsib 




thaliana] 


Seq. No. 


204419 


beq. id 




Method 


BLASTX 


NCBI GI 


g3193284 


BLAST score 


373 


E value 


8,0e-36 


Match length 


136 


% identity 


52 


NCBI Description 


(AF069298) No definition line found [Arabidopsis thai 


Seq. No. 


204420 



27912 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-056-Q1-L1-B10 

BLASTX 

g3033381 

581 

3.0e-60 
137 
83 

(AC004238) 
thaliana] 



putative UDP-galactose-4-epimerase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



204421 

LIB3083-056-Q1-L1-B11 

BLASTX 

g2654358 

389 

1.0e-37 

147 

52 

(Y15522) MNUDC protein [Mus musculus] 

>gi_2808636_emb_CAA57201_ (X81443) Sig 92 [Mus musculus] 
204422 

LIB3083-056-Q1-L1-B4 

BLASTX 

g267069 

521 

3.0e-53 

102 

94 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi__166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

204423 

LIB3083-056-Q1-L1-B5 

BLASTN 

g2829203 

56 

1.0e-22 

124 

86 

Gossypium hirsutum cultivar Siokra 1-2 lipid transfer 
protein precursor (LTP) mRNA, complete cds 

204424 

LIB3083-056-Q1-L1-B6 

BLASTX 

g3868758 

435 

5.0e-43 

95 

85 

(D89802) elongation factor IB gamma [Oryza sativa] 
204425 

LIB3083-056-Q1-L1-B7 



27913 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl31770 

296 

6.0e-27 

98 

54 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



Seq. No. 


204426 


Sea ID 


LIB3083-056-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


g4468990 


BLAST score 


462 


R IT A 1 1 1 P 
lit V d-L LiC 


3. Oe-46 




155 




63 




(AL035605} rmtative orotein 


Sea No 


204427 


■-Sea ID 


LIB3083-056-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g3641837 


DLlflO J. 


301 




1. Oe-31 


Mafrh 1 can n"h H 


103 

X \J *J 


9- 4 Hpk"n+" i fu 


71 




( AT, 0?3094^ Nonclathrin coat 




("Ay^Hi rifrn^i i~h3l i snal 




204428 


Seq. ID 


LIB3083-056-Q1-L1-C10 


Method 


BLASTN 


1N^_/.D J- OX 


a!143223 


i5ixrt.o i score 




E value 




Match length 


330 


% identity 


57 


NCBI Description 


Gossypium barbadense FbLate- 


Seq. No. 


204429 


Seq. ID 


LIB3083-056-Q1-L1-C11 


Method 


BLASTX 


NCBI GI 


g2244738 


BLAST score 


635 


E value 


1.0e-66 


Match length 


136 


% identity 


92 


NCBI Description 


(D88416) endo-1, 3-beta-gluca 


Seq. No. 


204430 


Seq. ID 


LIB3083-056-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


g3395431 



- like protein 



[Gossypium hirsutum] 



27914 



BLAST score 


fl 

282 


E value 


3.0e-25 


Match length 


108 ' 


% identity 


47 


NCBI Description 


(AC004683) unknown 




protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204431 

LIB3083-056-Q1-L1-C2 
BLASTX 
g81452 - 
213 

4.0e-17 

44 
93 

tubulin beta chain - red goosefoot 

>gi_82057j?ir S06045 tubulin beta 

( fragment ) >gi_8 2925 9_emb_CAA3 4 673^ 
protein fragment (AA 1-77) [Chenopodium rubrum] 
>gi_829261_emb_CAA34609_ (X16608) tubulin like protein 
fragment (AA 1-77) [Daucus carota] 



(fragment) 
chain - carrot 
(X16700) tubulin like 



Seq. No. 

Seq. ID 

.Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204432 

LIB3083-056-Q1-L1-C5 

BLASTX 

g282962 

141 

6.0e-09 

47 

62 

flavanone 3 beta-hydroxylase 



- garden petunia (fragment) 



Seq. No. 


204433 


Seq. ID 


LIB3083-056-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g2271477 


BLAST score 


177 


E value 


9.0e-13 


Match length 


38 


% identity 


87 


NCBI Description 


(AF009631) AP47/50p [Arabidopsis thaliana] 


Seq. No. 


204434 


Seq. ID 


LIB3083-056-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


gl477428 


BLAST score 


691 


E value 


4.0e-73 


Match length 


149 


% identity 


89 


NCBI Description 


(X99623) alpha-tubulin 1 [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



204435 

LIB3083-056-Q1-L1-C9 

BLASTX 

g3892059 

199 

2.0e-15 



27915 



© 



Match length 132 
% identity 41 

NCBI Description (AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

Seq. No. 204436 

Seq. ID LIB3083-056-Q1-L1-D10 

Method BLASTX 

NCBI GI g3915089 

BLAST score 273 

E value 1.0e-24 

Match length 73 

% identity 74 

NCBI Description TRANS -CINNAMATE 4 -MONOOX YGENAS E (CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 

>gi_2144269_pir JC5129 trans-cinnamate 4-monooxygenase (EC 

1.14.13.11) A - Populus kitakamiensis 
>gi_1139561_dbj_BAA11579_ (D82815) cinnamic acid 
4-hydroxylase [Populus kitakamiensis] 
>gi_1777370_dbj_BAA11576_ (D82812) cinnamic acid 
4-hydroxylase [Populus kitakamiensis] 

204437 

LIB3083-056-Q1-L1-D12 
BLASTX 
g3341681 
224 

2.0e-18 
51 
84 

(AC003672) small GTP-binding protein [Arabidopsis thaliana] 

>gi_741994jprf 2008312A GTP-binding protein [Arabidopsis 

thaliana] 

Seq. No. 204438 

Seq. ID LIB3083-056-Q1-L1-D5 

Method BLASTX 

NCBI GI g3860247 

BLAST score 244 

E value 6.0e-21 

Match length 102 

% identity 55 

NCBI Description (AC005824) unknown protein [Arabidopsis thaliana] 

Seq. No. 204439 

Seq. ID LIB3083-056-Q1-L1-D6 

Method BLASTX 

NCBI GI g3935145 

BLAST score 299 

E value 4.0e-27 

Match length 85 

% identity 65 

NCBI Description (AC005106) T25N20.9 [Arabidopsis thaliana] 

Seq. No. 204440 

Seq. ID LIB3083-056-Q1-L1-E11 

Method BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl31773 
446 

2.0e-44 

112 

81 

4 OS RIBOSOMAL 

>gi_82724_pir_ 

maize 



PROTEIN S14 {CLONE MCH2) 
_B30097 ribosomal protein S14 



(clone MCH2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



204441 

LIB3083-056-Q1-L1-E3 

BLASTN 

g2829203 

38 

5.0e-12 

217 
84 

Gossypium hirsutum cultivar Siokra 1-2 lipid transfer 
protein precursor (LTP) mRNA, complete cds 

204442 

LIB3083-056-Q1-L1-E5 

BLASTN 

g2829205 

162 

4.0e-86 

222 

30 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

204443 

LIB3083-056-Q1-L1-E6 

BLASTX 

g2289002 

170 

4.0e-12 

100 

42 

(AC002335) unknown protein [Arabidopsis thaliana] 
204444 

LIB3083-056-Q1-L1-F10 

BLASTX 

g541951 

170 

1.0e-19 

90 

63 

SPCP2 protein - soybean >gi_310578 (L12258) nodulin-26 
[Glycine max] 

204445 

LIB3083-056-Q1-L1-F2 

BLASTX 

g4432859 

225 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2.0e-18 

145 

43 

(AC006300) unknown protein [Arabidopsis thaliana] 
204446 

LIB3083-056-Q1-L1-F4 

BLASTX 

gl352078 

228 

2.0e-19 

47 

74 

BETA-GALACTOS IDASE PRECURSOR (LACTASE) 

(EXO- ( 1 — >4 } -BETA-D-GALACTANASE) >gi_507278 (L29451) 

b-galactosidase-related protein; putative [Malus domestica] 

204447 

LIB3083-056-Q1-L1-F6 

BLASTX 

g3023956 

194 

9.0e-15 

152 

5 

VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 >gi_607003 
(L28125) beta transducin-like protein [Podospora anserina] 

204448 

LIB3083-056-Q1-L1-F8 

BLASTX 

g267069 

525 

1.0e-53 

111 

88 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_l 66914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

204449 

LIB3083-056-Q1-L1-F9 

BLASTX 

g2920666 

248 

3.0e-21 

67 

70 

(AF048978) 2,4-D inducible glutathione S-transf erase 
[Glycine max] 

204450 

LIB3083-056-Q1-L1-G10 

BLASTX 

g2129578 

550 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-56 

123 

84 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA8 9205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 



204451 

LIB3083-056-Q1-L1-G2 

BLASTX 

g3036816 

221 

5.0e-18 

91 

49 

(AL022373) myosin-like protein 



[Arabidopsis thaliana] 



204452 

LIB3083-056-Q1-L1-G4 

BLASTX 

g4193382 

370 

2.0e-35 

86 

80 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204453 

LIB3083-056-Q1-L1-G6 

BLASTX 

g951453 

444 

3.0e-44 

127 

67 

(M95746) initiation factor (iso)4f p82 subunit 
aestivum] 



[Triticum 



204454 

LIB3083-056-Q1-L1-G9 

BLASTX 

g!40739 

161 

6.0e-ll 

120 

33 

HYPOTHETICAL 31.0 KD PROTEIN IN RNPB-SOHA INTERGENIC REGION 

{ORF 2) >giJ78519_pir JQ0613 3-hydroxyisobutyrate 

dehydrogenase (EC 1.1.1.31) homolog - Escherichia coli 
>gi_216632_dbj_BAA14238_ (D90212) ORF2 [Escherichia coli] 
>gi_606065 (U18997) ORF_f299 [Escherichia coli] >gi_178 9513 
(AE000394) putative dehydrogenase [Escherichia coli] 
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Seq. No. 


204455 


Seq. ID 


LIB3083-056-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g4544412 


BLAST score 


368 


E value 


4.0e-35 


Match length 


149 


% identity 


44 


NCBI Description 


(AC006955) hypothetical protein [Arabidopsis thaliana] 


Sea. No. 


204456 


Seq. ID 


LIB3083-056-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g3242709 


BLAST score 


247 


E value 


2.0e-36 


Match length 


119 


% identity 


65 


NCBI Desrr int ion 


fAPOO"3040} r>n i~ a 1 1 ve cnianine micl pot \ dp— hii ndi nrr nrnt"Pi n 




[Arabidopsis thaliana] 


Sea. No. 


^ * 

204457 * ** 


Seq. ID 


LIB3083-056-Q1-L1-H2 


Method "~ 


BLASTX 


NCBI GI 


g3327868 


BLAST score 


165 


E value 


1.0e-ll 


Match Ipnath 


106 


% idpntitv 


38 








thaliana] 


Sea No 


204458 


Seq. ID 


LIB3083-056-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


g2501850 


BLAST score 


313 


E value 


6.0e-29 


Match length 


77 


% identity 


79 



NCBI Description (AF012823) GDP dissociation inhibitor [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204459 

LIB3083-056-Q1-L1-H6 

BLASTX 

g4098128 

701 

3.0e-74 

148 

93 

(U73588) sucrose synthase 



[Gossypium hirsutum] 



Seq. No. 204460 

Seq. ID LIB3083-056-Q1-L1-H7 

Method BLASTX 

NCBI GI gll74592 

BLAST score 735 
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E value 
Match length 
% identity 
NCBI Description 



3.0e-78 

146 

95 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204461 

LIB3083-056-Q1-L1-H8 

BLASTX 

gll71866 

448 

1.0e-44 

128 

68 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_629601_pir S48826 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 
cabbage >gi_562282_emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 



204462 

LIB3083-057-Q1-L1-A10 

BLASTN 

g3063438 

34 

2.0e-09 

74 

86 

Complete sequence of Arabidopsis F22013, 
[Arabidopsis thaliana] 



complete sequence 



204463 

LIB3083-057-Q1-L1-A11 

BLASTN 

gl706957 

34 

2.0e-09 

90 

92 

Gossypium hirsutum cellulose synthase (celA2) mRNA, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



204464 

LIB3083-057-Q1-L1-A12 

BLASTX 

g!350983 

292 

2.0e-26 

72 

82 

40S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 
204465 

LIB3083-057-Q1-L1-B11 

BLASTX 

g729623 



27921 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



453 

3.0e-45 

109 

83 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 5 PRECURSOR (GRP 
78-5) (IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 

5) (BIP 5) >gi_100340_pir S21880 heat shock protein BiP 

homolog blp5 - common tobacco >gi_19813_emb_CAA42660_ 
(X60058) luminal binding protein (BiP) [Nicotiana tabacum] 

204466 

LIB3083-057-Q1-L1-B12 

BLASTX 

g3367515 

558 

2.0e-57 

148 

74 

(AC004392) Similar to 

glucose-6-phosphate/phosphate-translocator (GPT) 

gb AF020814 from Pisum sativum. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204467 

LIB3083-057-Q1-L1-C10 

BLASTX 

gl518540 

728 

2.0e-77 

155 

93 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
204468 

LIB3083-057-Q1-L1-C11 

BLASTX 

g3694872 

566 

2.0e-58 

131 

82 

(AF092547) profilin [Ricinus communis] 
204469 

LIB3083-057-Q1-L1-C9 

BLASTX 

g464849 

525 

1.0e-53 

125 

85 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635__ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 
Seq. ID 

Method 



204470 

LIB3083-057-Q1-L1-D10 
BLASTX 
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CI 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3927831 
594 

9.0e-62 

131 

67 

(AC005727) 
thaliana] 



similar to mouse ankyrin 3 [Arabidopsis 



204471 ' ' 

LIB3083-05^QX-L1-D12 

BLASTN 

g4104241 

202 

1.0e-110 

214 

99 

Gossypium hirsutum palmitoyl-acyl carrier protein 
thioesterase (FatBl) mRNA, partial cds 

204472 

LIB3083-057-Q1-L1-D9 

BLASTX 

g417154 

714 

3.0e-77 

157 
96 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 


204473 


Seq. ID 


LIB3083-057-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


gl743009 


BLAST score 


147 


E value 


7.0e-10 


Match length 


55 


% identity 


53 


NCBI Description 


(Y10036) SNFl-related protein ki 


Seq. No. 


204474 


Seq. ID 


LIB3083-057-Q1-L1-F10 


Method 


BLASTN 


NCBI GI 


g4580454 


BLAST score 


84 


E value 


2.0e-39 


Match length 


312 


% identity 


82 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 


Seq. No. 


204475 


Seq. ID 


LIB3083-057-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g2738248 



[Cucumis sativus] 
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CI 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



596 

6.0e-62 
141 

86 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

204476 

LIB3083-057-Q1-L1-F9 , 

BLASTX 

g902584 

786 

4.0e-84 

162 

15 

(U29159) polyubiquitin containing 7 ubiquitin monomers [Zea 
mays] 

204477 

LIB3083-057-Q1-L1-G10 

BLASTX 

g3142297 

451 

6.0e-45 

147 
60 

(AC002411) Contains similarity to serine/threonine protein 
phosphatase gb_X83Q99 from S. cerevisiae. [Arabidopsis 
thaliana] 

204478 

LIB3083-057-Q1-L1-G11 

BLASTX 

g559684 

626 

2.0e-65 

129 

90 

(L36097) aquaporin [Mesembryanthemum crystallinum] 
204479 

LIB3083-057-Q1-L1-G12 

BLASTX 

g3927825 

643 

2.0e-67 

133 

92 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

204480 

LIB3083-057-Q1-L1-G9 

BLASTX 

g2760320 

177 

9.0e-13 
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Match length 


103 


% identity 


38 


NCBI Description 


(AC002130) F1N21.4 [Arabidopsis thaliana] 


Seq. No. 


204481 


Seq. ID 


LIB3083-057-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g3892055 


BLAST score 


36 9* 


E value 


2.0e-35 


Match length 


147 


% identity 


41 


NCBI Description 


(AC002330) putative transport protein [Arabidops 




thaliana] 


Seq, No. 


204482 


Seq. ID 


LIB3083-057-Q1-L1-H11 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


314 


E value 


1.0e-176 


Match length 


497 


% identity 


38 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete cds 


Seq. No. 


204483 


Seq. ID 


LIB3083-057-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g485742 


BLAST score 


681 


E value 


6.0e-72 


Match length 


145 


% identity 


96 


NCBI Description 


(L327 91) pyrophosphatase [Beta vulgaris] 


Seq. No. 


204484 


Seq. ID 


LIB3083-057-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


gl35406 


BLAST score 


651 


E value 


2.0e-68 


Match length 


137 


% identity 


88 


NCBI Description 


TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi 997 68 pir A32 




alpha— 5 chain — Arabidopsis thaliana >gi 166912 




alnha— tnbnl i n rAr^hn Hor^i <? thai i 3na 1 >rn 1 6691 fi 




alpha— 5 tubulin [Arabidopsis thaliana] 


Seq. No. 


204485 


Seq. ID 


LIB3083-058-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g3695388 


BLAST score 


275 


E value 


2.0e-24 


Match length 


90 


% identity 


54 


NCBI Description 


(AF096371) No definition line found [Arabidopsis 



tubulin 



(M84698) 



27925 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204486 

LIB3083-058-Q1-L1-B8 

BLASTX 

g4567286 

437 

2.0e-43 
118 
69 

(AC006841) 
thaliana] 



putative coatomer alpha -subunit [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204487 

LIB3083-058-Q1-L1-B9 

BLASTX 

g4572676 

300 

3.0e-27 

110 

51 

(AC006954) unknown protein [Arabidopsis thaliana] 
204488 

LIB3083-058-Q1-L1-D8 

BLASTX 

g2494113 

645 

9.0e-68 

128 

90 

(AC002376) Strong similarity to Musa pectate lyase 
(gb_X92943) . ESTs gb_AA042458, gb_ATTS4502, gb_N38552 
from this gene. [Arabidopsis thaliana] 



come 



204489 

LIB3083-058-Q1-L1-E1 

BLASTX 

g728880 

192 

8.0e-15 

72 

54 

N-TERMINAL ACETYL TRANSFERASE COMPLEX ARD1 SUBUNIT HOMOLOG 
>gi_517485_emb_CAA54691_ (X77588) ARD1 N-acetyl transferase 
homologue [Homo sapiens] >gi_1302661 (U52112) ARD1 N-acetyl 
transferase related protein [Homo sapiens] 

204490 

LIB3083-058-Q1-L1-F7 

BLASTX 

g2281115 

162 

4.0e-ll 

37 

84 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



27926 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204491 

LIB3083-058-Q1-L1-F9 

BLASTX 

g2811278 

502 

6.0e-51 

126 
74 

(AF043284) expansin [Gossypium hirsutum] 
204492 

LIB3083-059-Q1-L1-A10 

BLASTX 

g3334113 

240 

2.0e-26 

92 

66 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

204493 

LIB3083-059-Q1-L1-A12 

BLASTN 

g3985958 

53 

6.0e-21 

212 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1/ complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204494 

LIB3083-059-Q1-L1-A7 

BLASTX 

g3511285 

336 

1.0e-31 

101 

64 

(AF081534) 
tremula] 



cellulose synthase [Populus alba x Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204495 

LIB3083-059-Q1-L1-B10 

BLASTX 

g4544399 

379 

7.0e-37 

91 

76 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



204496 

LIB3083-059-Q1-L1-B12 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2555159 

252 

9.0e-22 

74 

65 

(AF025302) putative aldolase [Arabidopsis thaliana] 
204497 

LIB3083-059-Q1-L1-B7 

BLASTX 

g3286691 

356 

7.0e-34 

94 

66 

(AJ007450) auxilin-like protein [Arabidopsis thaliana] 
204498 

LIB3083-059-Q1-L1-C7 

BLASTX 

g4115337 

488 

2.0e-49 

105 

16 

(L81141) ubiquitin [Pisum sativum] 
204499 

LIB3083-059-Q1-L1-C8 

BLASTX 

g!854386 

488 

2.0e-49 

125 

73 

(AB001375) similar to soluble NSF attachment protein [Vitis 
vinifera] 

204500 

LIB3083-059-Q1-L1-C9 

BLASTX 

g2500354 

547 

2.0e-56 

109 

93 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_19028 94_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 

204501 

LIB3083-059-Q1-L1-D6 

BLASTX 

g2388575 

185 

6.0e-14 
106 
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# 



% identity 


34 


NCBI Description 


(AC000098) YUP8H12.18 [Arabidopsis thaliana] 


Seq. No. 


204502 


Seq. ID 


LIB3083-059-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


g3264769 


BLAST score 


554 


E value 




Match length 


126 


% identity 


44 


NCBI Description 


(AF071894) late embryogene sis -like protein [Pru: 




armeniaca] 


Seq. No* 


204503 


Seq. ID 


LIB3083-059-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


g4406780 


BLAST score 


527 


Hj Value 


d . ue~o4± 


Match length 


125 


% identity 


82 


NCBI Description 


(AC006532) putative mult i spanning membrane prot< 




[Arabidopsis thaliana] 


Seq. No. 


204504 


Seq. ID 


LIB3083-059-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


g3005931 


Diii'ioi score 




E value 


5.0e-18 


Match length 


86 


% identity 


47 


NCBI Description 


(AJ005016) ABC transporter [Homo sapiens] 


Seq. No. 


204505 


Seq. ID 


LIB3083-059-Q1-L1-E8 


Method 


BLASTN 


NCBI GI 


g459712 


DiiAoi score 


4 b 


E value 


9.0e-17 


Match length 


74 


% identity 


91 


NCBI Description 


Chicken c-beta-5-tubulin gene, exon 4 


Seq. No, 


204506 


Seq. ID 


LIB3083-059-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


g4139172 


D-biioi score 


A QC\ 

4 yu 


E value 


1.0e-49 


Match length 


103 


% identity 


85 


NCBI Description 


(AF092952) beta 1 tubulin [Cyanophora paradoxa] 


Seq. No. 


204507 


Seq. ID 


LIB3083-059-Q1-L1-F10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g70642 
465 

8.0e-47 

100 

19 

ubiquitin precursor - Arabidopsis thaliana 

>gi_17678_emb_CAA31331_ (X12853) polyubiquitin (AA 1 - 382) 
[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_2264 99_prf 1515347A 

poly-ubiquitin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204508 

LIB3083-059-Q1-L1-F9 

BLASTX 

g4263695 

157 

1.0e-10 

67 

52 

(AC006223) 
thaliana] 



putative myosin II heavy chain [Arabidopsis 



Seq. No. 


204509 


Seq. ID 


LIB3083-059-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g!777386 


BLAST score 


243 


E value 


8.0e-21 


Match length 


98 


% identity 


47 


NCBI Description 


(U39301) caffeic acid 


Seq. No. 


204510 


Seq. ID 


LIB3083-059-Q1-L1-H11 


Method 


BLASTN 


NCBI GI 


g3702724 


BLAST score 


66 


E value 


8.0e-29 


Match length 


206 


% identity 


83 


NCBI Description 


Arabidopsis thaliana < 



[Pinus taeda] 



TAC clone: 



K17N15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204511 

LIB3083-059-Q1-L1-H12 

BLASTX 

g!848212 

504 

3.0e-51 

100 
48 

(Y11209) 
tabacum] 



protein disulf ide-isomerase precursor [Nicotiana 



Seq. No. 
Seq. ID 



204512 

LIB3083-059-Q1-L1-H9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g267069 

664 

6.0e-70 

124 

99 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_l 66914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



204513 

LIB3083-060-Q1-L1-A1 

BLASTN 

gl370189 

65 

3.0e-28 
113 
89 

L. japonicus 



mRNA for small GTP-binding protein, RAB8A 



204514 

LIB3083-060-Q1-L1-A11 

BLASTX 

g3264611 

446 

2.0e-44 

93 

89 

(AF061511) seven in absentia homolog 



[Zea mays] 



204515 

LIB3083-060-Q1-L1-A2 

BLASTN 

gl!43223 

49 

7.0e-19 

89 
89 

Gossypium barbadense FbLate-2 gene, complete cds 
204516 

LIB3083-060-Q1-L1-A4 

BLASTX 

g3024126 

409 

2.0e-40 

94 

85 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANS FERASE 1) (ADOMET SYNTHETASE 1) 
>gi_1655576_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

204517 

LIB3083-060-Q1-L1-A6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl346523 
195 

2.0e-15 

66 

61 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) 

>gi_1084428_pir S49491 methionine adenosyltransf erase (EC 

2.5.1. 6) - garden petunia >gi_559506_emb_CAA57 696_ (X82214) 
methionine adenosyltransf erase [Petunia x hybrida] 





204518 




LIB3083-060- 


Method 


BLASTN 


NCBI GI 


g!7677 


DT 7\ Q T 1 opato 
J3.ui-i.Ol bCUXc 




Hj vaxue 




iYiaTi.cn lengun 


7 S 


iu.gi.lli i_y 




NCBI Description 


HTdDiaopSlS 


oeq. iNio . 




beg. iu 


iilDjUOJ UDU 






NCBI GI 


g3395432 


BLAST score 


532 


E value 


2.0e-54 


Match length . 


133 


% identity 


80 


NCBI Description 


(AC004683) 


Seq. No. 


204520 


Seq. ID 


LIB3083-060 


Method 


BLASTX 


NCBI GI 


g3366661 


BLAST score 


372 


E value 


5.0e-36 


Match length 


86 


% identity 


87 


NCBI Description 


(AF038875) 



proliferating cell nuclear antigen [Nicotiana 
tabacum] >gi_3514105 (AF085197) proliferating cell nuclear 
antigen [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204521 

LIB3083-060-Q1-L1-B11 

BLASTX 

g586076 

344 

2.0e-32 

107 

64 

TUBULIN BETA-1 CHAIN >gi_48 6734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq. No. 
Seq. ID 



204522 

LIB3083-060-Q1-L1-B3 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2832628 

359 

2.0e-34 

90 

77 

(AL021711) putative protein [Arabidopsis thaliana] 
204523 

LIB3083-060-Q1-L1-B7 

BLASTX 

gl854386 

240 

1.0e-20 

57 

77 

(AB001375) similar to soluble NSF attachment protein [Vitis 
vinif era] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204524 

LIB3083-060-Q1-L1-B8 

BLASTX 

g3759177 

147 

2.0e-09 

43 

65 

(AB018408] 
thaliana] 



3-phosphoserine phosphatase [Arabidopsis 
>gi_3759179_dbj_BAA33807_ (AB018409) 



3-phosphoserin phosphatase [Arabidopsis thaliana] 
204525 

LIB3083-060-Q1-L1-B9 

BLASTX 

gll70767 

264 

5.0e-23 

83 

63 

26S PROTEASE REGULATORY SUBUNIT 8 HOMOLOG (LET1 PROTEIN) 

>gi_626074_pir S45176 transcription factor SUG1 homolog - 

fission yeast (Schizosaccharomyces pombe) >gi_406051 
(U02280) Letl [Schizosaccharomyces pombe] 
>gi_4106689_emb_CAA22628_ (AL035065) 26s protease 
regulatory subunit 8 homolog [Schizosaccharomyces pombe] 

204526 

LIB3083-060-Q1-L1-C1 

BLASTX 

gl854386 

386 

1.0e-37 

94 

76 

(AB001375) similar to soluble NSF attachment protein [Vitis 
vinifera] 



27933 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204527 

LIB3083-060-Q1-L1-C11 

BLASTX 

g2493130 

496 

2.0e-50 

107 

91 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 2 (V-ATPASE B 
SUBUNIT) >gi_459200 (U07053) vacuolar H+-ATPase subunit B 
[Gossypium hirsutum] 

204528 

LIB3083-060-Q1-L1-C3 

BLASTX 

g3834310 

283 

2.0e-25 

57 

96 

(AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204529 

LIB3083-060-Q1-L1-C9 

BLASTX 

g4406789 

402 

2.0e-39 

101 

78 

(AC006532) putative glutamate decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204530 

LIB3083-060-Q1-L1-D10 

BLASTX 

gll43511 

447 

8.0e-45 

94 

87 

(Z47076) Ser/Thr protein phosphatase homologous to PPX 

[Malus domestica] >gi_1586034_prf 2202340A Ser/Thr protein 

phosphatase [Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204531 

LIB3083-060-Q1-L1-D4 

BLASTN 

gl!43223 

215 

1.0e-117 

296 
94 

Gossypium barbadense FbLate- 



2 gene, complete cds 



27934 



Seq. No. 


204532 


Seq. ID 


LIB3083-060-Q1-L1-D6 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


109 


E value 


2.0e-54 


Match length 


251 


% identity 


32 


NCBI Description 


Gossypium barbadense ] 


Seq. No. 


204533 


Seq. ID 


LIB3083-060-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


g464840 


BLAST score 


488 


E value 


2.0e-49 


Match length 


120 


% identity 


84 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN 



-2 gene, complete cds 



alpha- 1 chain - fern (Anemia phyllitidis) 
>gi_296494_emb_CAA48927_ (X69183) alpha tubulin [Anemia 
phyllitidis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204534 

LIB3083-060-Q1-L1-E12 

BLASTX 

gl34218 

253 

2.0e-22 

62 

76 

PROACTIVATOR POLYPEPTIDE PRECURSOR [CONTAINS: SAPOSIN A 
(PROTEIN A); SAPOSIN B (SPHINGOLIPID ACTIVATOR PROTEIN 1) 
(SAP-1) (DISPERSIN) (SULFATIDE/GM1 ACTIVATOR); SAPOSIN C 
(CO-BETA-GLUCOSIDASE) (Al ACTIVATOR) (GLUCOSYLCERAM. . . 
>gi_183231 (J03077) co-beta glucosidase precursor [Homo 
sapiens] >gi_337756 (J03015) sphingolipid activator 
precursor [Homo sapiens] >gi_337762 (M32221) prosaposin 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204535 

LIB3083-060-Q1-L1-E2 

BLASTX 

gl616785 

399 

7.0e-39 

133 

62 

(U71121) pyruvate decarboxylase 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



204536 

LIB3083-060-Q1-L1-E4 

BLASTX 

g2191141 

372 

1.0e-35 
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Match length 


118 


% identity 


63 


NCBI Description 


(AF007269) A_IG002N01 . 21 gene product [Arabidopsis 




thaliana] 


Seq. No. 


204537 


Seq. ID 


LIB3083-060-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


g!839188 


BLAST score 


496 


E value 


3.0e-50 


Match length 


134 


% identity 


72 


NCBI Description 


(U86081) root hair defective 3 [Arabidopsis thaliana] 


Seq. No. 


204538 


Seq. ID 


LIB3083-060-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g2213871 


BLAST score 


227 


E value 


7.0e-19 


Match length 


103 


% identity 


50 


NCBI Description 


(AF003126) poly (A) -binding protein [Mesembryanthemum 




crystallinum] 


Seq. No. 


204539 


Seq. ID 


LIB3083-060-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g2213871 


BLAST score 


193 


E value 


8.0e-15 


Match length 


90 


% identity 


47 


NCBI Description 


(AF003126) poly (A) —binding protein [Meseiabryantheiaum. 




crystallinum] 


Seq. No. 


204540 


Seq. ID 


LIB3083-060-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g2760317 


BLAST score 


261 


E value 


5.0e-23 


Match length 


92 


% identity 


63 


NCBI Description 


(AC002130) F1N21.1 [Arabidopsis thaliana] 


Seq. No. 


204541 


Seq. ID 


LIB3083-060-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g3885329 


BLAST score 


395 


E value 


1.0e-38 




92 


% identity 


82 


NCBI Description 


(AC005623) alien-like protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204542 

LIB3083-060-Q1-L1-G3 

BLASTX 

g4098319 

474 

7.0e-48 

109 

83 

(U76744)" beta-tubulin 1 



[Triticum aestivum] 



204543 

LIB3083-060-Q1-L1-G5 

BLASTX 

g3395440 

179 

3.0e-13 

63 

48 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
204544 

LIB3083-060-Q1-L1-G7 

BLASTX 

gl35460 

286 

9.0e-26 

79 

72 

TUBULIN BETA- 2 CHAIN >gi_100933_pir S14702 tubulin beta-2 

chain - maize >gi_22184_emb_CAA37061_ (X52879) beta 2 
tubulin {AA 1-444) [Zea mays] 



Seq. No. 


204545 


Seq. ID 


LIB3083-060-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g 4455244 


BLAST score 


171 


E value 


2.0e-12 


Match length 


90 


% identity 


46 


NCBI Description 


(AL035523) MtN3-like protein [Arabidopsis thaliana] 


Seq. No. 


204546 


Seq. ID 


LIB3083-060-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


g3335355 


BLAST score 


496 


E value 


2.0e-50 


Match length 


106 


% identity 


24 


NCBI Description 


(AC004512) Match to polyubiquitin DNA gb L05401 from 



thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 



Seq. No. 



204547 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-060-Q1-L1-H5 

BLASTX 

gl709253 

193 

5.0e-15 

72 
47 

SERINE/THREONINE- PROTEIN KINASE NEK3 (NIMA- RELATED PROTEIN 
KINASE 3) (HSPK 36} >gi_479173_emb_CAA82310_ (Z29067) 
protein kinase [Homo sapiens] 

204548 

LIB3083-060-Q1-L1-H7 

BLASTN 

gll43223 

62 

2.0e-26 

199 

86 

Gossypium barbadense FbLate-2 gene, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204549 

LIB3083-060-Q1-L1-H9 

BLASTX 

g464849 

250 

5.0e-22 

59 

85 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi__20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204550 

LIB3083-061-Q1-L1-A10 

BLASTX 

g2384671 

307 

2.0e-28 

86 

73 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204551 

LIB3083-061-Q1-L1-A12 

BLASTX 

gl854386 

467 

7.0e-47 
113 
80 

(AB001375) 
vinifera] 



similar to soluble NSF attachment protein [Vitis 



Seq. No. 
Seq. ID 



204552 

LIB3083-061-Q1-L1-B9 



27938 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

gl35406 

449 

6.0e-45 

105 

85 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi__166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

204553 

LIB3083-061-Q1-L1-C10 

BLASTX 

g4103342 

454 

2.0e-45 

111 

80 

(AF022377) agamous-like putative transcription factor 
[Cucumis sativus] 

204554 

LIB3083-061-Q1-L1-D11 

BLASTX 

g3334320 

646 

7.0e-68 

132 

94 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

204555 

LIB3083-061-Q1-L1-D12 

BLASTX 

g2384671 

441 

8.0e-44 

131 

61 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 

204556 

LIB3083-061-Q1-L1-D9 

BLASTX 

gll07526 

151 

8.0e-10 

84 
44 

(X87931) SIEP1L protein [Beta vulgaris] 
204557 

LIB3083-061-Q1-L1-E10 
BLASTX 



27939 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g 4406774 
455 

1.0e-45 

108 

78 

(AC006836) putative nonsense-mediated mRNA decay protein, 
5 1 partial [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204558 

LIB3083-061-Q1-L1-F11 

BLASTX 

g2129770 

161 

4.0e-ll 

49 
61 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154611_dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204559 

LIB3083-061-Q1-L1-F9 

BLASTX 

g2129770 

484 

8.0e-49 

127 

69 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154611_dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 



Seq. No. 


204560 


Seq. ID 


LIB3083-061-Q1-L1-G12 


Method 


BLASTX 


NCBI GI 


g2281102 


BLAST score 


219 


E value 


5.0e-18 


Match length 


98 


% identity 


50 


NCBI Description 


(AC002333) SF16 isolog [Arabidopsis thaliana] 


Seq. No. 


204561 


Seq. ID 


LIB3083-061-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g3421090 


BLAST score 


336 


E value 


7.0e-32 


Match length 


86 


% identity 


77 


NCBI Description 


(AF043525) 20S proteasome subunit PAE2 [Arabidopsis 




thaliana] 



27940 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204562 

LIB3083-061-Q1-L1-H9 

BLASTX 

g2959370 

267 

2.0e-23 

132 
37 

(AL022117) hypothetical protein [Scjaizosaccharomyces pqmbe] 
204563 

LIB3083-062-Q1-L1-A11 

BLASTX 

g2118017 

321 

5.0e-30 

89 

62 

non-S-RNase (EC 3.1.-.-) - Japanese pear 
>gi_1526417_dbj_BAA08475_ (D49529) ribonuclease [Pyrus 
pyrifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204564 

LIB3083-062-Q1-L1-B10 

BLASTX 

g3980413 

391 

6.0e-38 

124 

12 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 
204565 

LIB3083-062-Q1-L1-C10 

BLASTX 

g4371292 

335 

1.0e-31 

94 

67 

(AC006260) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204566 

LIB3083-062-Q1-L1-D10 

BLASTX 

g!181589 

197 

3.0e-15 

85 

44 

(D83070) high mobility group protein [Canavalia gladiata] 
>gi_1483173__dbj_BAA13133_ (D86594) high mobility group 
protein [Canavalia gladiata] 



Seq. No. 
Seq. ID 
Method 



204567 

LIB3083-062-Q1-L1-D11 
BLASTX 



27941 



0 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4103342 
618 

1.0e-64 

136 
89 

(AF022377) agamous-like putative transcription factor 
[Cucumis sativus] 

204568 

LIB3083-062-Q1-L1-D12 

BLASTX 

g862640 

244 

3.0e-21 

75 

67 

(U20182) MADS-box protein AGL11 [Arabidopsis thaliana] 
>gi_4538999_emb_CAB39620.1_ (AL049481) MADS-box protein 
AGL11 [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204569 

LIB3083-062-Q1-L1-D9 

BLASTX 

gll81589 

177 

4.0e-13 

56 

61 

(D83070) high mobility group protein [Canavalia gladiata] 
>gi_1483173_dbj_BAA13133_ (D86594) high mobility group 
protein [Canavalia gladiata] 

204570 

LIB3083-062-Q1-L1-E10 

BLASTX 

g2131352 

218 

1.0e-17 

120 

38 

hypothetical protein YDL166c - yeast (Saccharomyces 
cerevisiae) >gi_1061273_emb_CAA91580_ (Z67750) putative 
protein [Saccharomyces cerevisiae] 
>gi_1431264_emb_CAA98740_ (Z74214) ORF YDL166c 
[Saccharomyces cerevisiae] 

204571 

LIB3083-062-Q1-L1-E11 

BLASTX 

gll74592 

587 

4.0e-61 

110 
99 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



27942 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204572 

LIB3083-062-Q1-L1-E12 

BLASTX 

gl23534 

277 

1.0e-24 

72 

72 

17.3 KD CLASS I HEAT SHOCK PROTEIN (HSP 17.3) 

>gi_71493_pir HHSY17 heat shock protein 17 - soybean 

>gi_18656_emb_CAA25578_ (X01104) heat shock protein 6871 

(aa 1-153) [Glycine max] >gi_224205_prf 1012218B protein 

6871, heat shock [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204573 

LIB3083-062-Q1-L1-F10 

BLASTX 

g2252863 

619 

1.0e-64 

138 

84 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204574 

LIB3083-062-Q1-L1-G10 

BLASTX 

g2058456 

536 

4.0e-55 

108 

95 

(U66408) GTP-binding protein [Arabidopsis thaliana] 
>gi_2345150_gb_AAB67830_ (AF014822) development ally 
regulated GTP binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204575 

LIB3083-062-Q1-L1-G11 

BLASTX 

gl550660 

357 

5.0e-34 

115 

57 

(Z80226) ptrBa [Mycobacterium tuberculosis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204576 

LIB3083-062-Q1-L1-G12 

BLASTX 

g2244732 

399 

4.0e-39 

77 

100 

(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 



27943 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204577 

LIB3083-062-Q1-L1-G9 

BLASTX 

g3913518 

302 

1.0e-27 

103 

63 

3' (2 , ) / 5 r -BISPHOSPHATE NUCLEOTIDASE 

(3' (2 T ) ,5-BISPHOSPHONUCLEOSIDE 3 f (2 T ) -PHOSPHOHYDROLASE) 
(DPNPASE) >gi__1103921 (U40433) 3 ' (2 1 ) , 5 T -bisphosphate 
nucleotidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204578 

LIB3083-062-Q1-L1-H10 

BLASTX 

g3236240 

576 

1.0e-59 

125 
82 

(AC004684) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204579 

LIB3083-063-Q1-L1-A1 

BLASTX 

g2306917 

461 

2.0e-46 
99 
90 

(AF003728) 
thaliana] 



plasma membrane intrinsic protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204580 

LIB3083-063-Q1-L1-A10 

BLASTX 

g2829204 

319 

1.0e-29 

82 
82 

(AF044204) 
hirsutum] 



lipid transfer protein precursor [Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204581 

LIB3083-063-Q1-L1-A11 

BLASTX 

g425194 

522 

1.0e-53 

107 
94 

(L26243) heat shock protein [Spinacia oleracea] >gi_2660772 
(AF034618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 



27944 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204582 

LIB3083-063-Q1-L1-A3 

BLASTX 

g2497743 

177 

6.0e-13 

57 
61 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 (S78173) LTP=lipid transfer protein 
[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 
[Gossypium hirsutura] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204583 

LIB3083-063-Q1-L1-A5 

BLASTX 

gl24224 

558 

1.0e-57 

108 

96 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi__19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204584 

LIB3083-063-Q1-L1-A6 

BLASTX 

gl477428 

453 

2.0e-45 

109 

83 

(X99623) alpha-tubulin 



1 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204585 

LIB3083-063-Q1-L1-A8 

BLASTX 

gl332579 

492 

6.0e-50 

100 

10 

(X98063) polyubiquitin [Pinus sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204586 

LIB3083-063-Q1-L1-A9 

BLASTX 

g2244772 

451 

4.0e-45 

120 

72 

(Z97335) transport protein [Arabidopsis thaliana] 



27945 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204587 

LIB3083-063-Q1-L1-B1 

BLASTX 

g4263795 

328 

1.0e-30 

91 
66 

(AC006068) putative glucosyltransf erase [Arabidopsis 
thaliana] 

204588 

LIB3083-063-Q1-L1-B11 

BLASTX 

g2576411 

182 

1.0e-23 

88 
78 

(AF012833) similar to dynamin-like protein encoded by 
GenBank Accession Number X99669 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204589 

LIB3083-063-Q1-L1-B12 

BLASTX 

g4160280 

539 

3.0e-55 

120 

78 

(AJ006224) purple acid phosphatase [Ipomoea batatas] 
204590 

LIB3083-063-Q1-L1-B4 

BLASTX 

g730220 

166 

1.0e-ll 

56 

55 

OXALYL-COA DECARBOXYLASE >gi_1086099_pir A55219 oxalyl-CoA 

decarboxylase (EC 4.1.1.8) - Oxalobacter formi genes 
>gi_150447 (M77128) oxalyl-CoA decarboxylase [Oxalobacter 
formigenes] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



204591 

LIB3083-063-Q1-L1-B8 

BLASTX 

g4006877 

272 

5.0e-24 

60 

42 

(Z99707) RNA-binding like protein 
204592 

LIB3t>83-063-Ql-Ll-B9 



[Arabidopsis thaliana] 



27946 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3915031 

449 

7.0e-45 

86 

100 

ACYL- [ AC YL- CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217 628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

204593 

LIB3083-063-Q1-L1-C12 

BLASTX 

g2642428 

156 

1.0e-10 

80 

47 

(AC002391) unknown protein, 3 1 
thaliana] 



partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204594 

LIB3083-063-Q1-L1-C3 

BLASTX 

g2982453 

396 

1.0e-38 

90 
84 

(AL022223) fructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 

204595 

LIB3083-063-Q1-L1-C4 

BLASTX 

gl20669 

483 

8.0e-49 

119 

78 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905__ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

204596 

LIB3083-063-Q1-L1-C5 

BLASTX 

g2213595 

332 

3.0e-31 

98 

63 

(AC000348) T7N9.15 [Arabidopsis thaliana] 



27947 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204597 

LIB3083-063-Q1-L1-C6 

BLASTX 

g2267567 

394 

2.0e-38 

85 

87 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

204598 

LIB3083-063-Q1-L1-C8 

BLASTN 

g451543 

285 

1.0e-159 

303 

73 

Gossypium barbadense Sea Island proline-rich cell wall 
protein gene complete cds. >gi_1598725_gb_I18370_I18370 
Sequence 25 from patent US 

204599 

LIB3083-063-Q1-L1-C9 

BLASTN 

g2264306 

37 

2.0e-ll 

161 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK5, complete sequence [Arabidopsis thaliana] 



Seq. No. 


204600 


Seq. ID 


LIB3083-063-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


g3953478 


BLAST score 


225 


E value 


2.0e-18 


Match length 


132 


% identity 


44 


NCBI Description 


(AC002328) F2202.23 [Arabidopsis 


Seq. No. 


204601 


Seq. ID 


LIB3083-063-Q1-L1-D4 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


512 


E value 


3.0e-52 


Match length 


96 


% identity 


98 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi 211927 




- garden pea >gi_525332 (U12589) 




sativum] 



S60233 alpha-tubulin 



27948 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI * Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204602 

LIB3083-063-Q1-L1-D5 

BLASTX 

g2129499 

489 

1.0e-49 

106 

87 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

204603 

LIB3083-063-Q1-L1-E1 

BLASTX 

g3123908 

374 

5.0e-36 

126 

35 

(AF038392) pre-mRNA splicing factor [Homo sapiens] 
204604 

LIB3083-063-Q1-L1-E11 

BLASTX 

g629838 

582 

2.0e-60 

113 

96 

tubulin beta-4 chain - maize >gi_4 16145 (L10635) beta-4 
tubulin [Zea mays] 

204605 

LIB3083-063-Q1-L1-E3 

BLASTX 

g544358 

216 

1.0e-17 

92 

47 

FOLLICULAR VARIANT TRANSLOCATION PROTEIN 1 PRECURSOR 

(FVT-1) >gi_481027j?ir S37652 FVT1 protein - human 

>gi_296186_emb_CAA45197_ (X63657) FVT1 gene is disrupted in 
a t(2;18) chromosomal translocation involving Ig kappa 
gene in a follicular lymphoma [Homo sapiens] 
>gi_4503817_ref_NP__002026.1_pFVTl_ follicular lymphoma 
variant translocation 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204606 

LIB3083-063-Q1-L1-E5 

BLASTX 

g3157910 

351 

2.0e-33 

105 

66 

(AF003551) lysine-ketoglutarate reductase/ saccharopine 



27949 



dehydrogenase bifunctional enzyme [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

£4atch length 

% identity 

NCBI Description 



204607 

LIB3083-063-Q1-L1-E6 

BLASTX 

g3142289 

398 

4.0e-39 

88 

84 

(AC002411) Strong similarity to beta-keto-Coa synthase 

gb U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 



Seq. No. 


204608 


Seq. ID 


LIB3083-( 


Method 


BLASTX 


NCBI GI 


g3695388 


BLAST score 


241 


E value 


2.0e-20 


Match length 


86 


% identity 


51 


NCBI Description 


(AF09637 


Seq. No. 


204609 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g2499946 


BLAST score 


544 


E value 


6.0e-56 


Match length 


121 


% identity 


85 


NCBI Description 


URIDINE 



No definition line found [Arabidopsis thaliana] 



-E8 



5 f -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 1 -PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204610 

LIB3083-063-Q1-L1-E9 

BLASTN 

g435038 

229 

1.0e-126 

241 

99 

Gossypium hirsutum proline-rich cell wall protein mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204611 

LIB3083-063-Q1-L1-F10 

BLASTX 

gl935918 

498 

1.0e-50 

110 

86 

(U93559) putative serine/threonine protein kinase [Brassica 
rapa] 



27950 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204612 

LIB3083-063-Q1-L1-F11 

BLASTX 

g3915031 

488 

2.0e-49 

107 

90 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204613 

LIB3083-063-Q1-L1-F12 

BLASTX 

gl!74592 

583 

1.0e-60 

112 
96 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204614 

LIB3083-063-Q1-L1-F2 

BLASTX 

g 4454464 

373 

6.0e-36 

104 

66 

(AC006234) unknown protein [Arabidopsis thaliana] 
204615 

LIB3083-063-Q1-L1-F3 

BLASTX 

g3249084 

338 

7.0e-32 

107 

21 

(AC004473) Similar to red-1 (related to thioredoxin) 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 

204616 

LIB3083-063-Q1-L1-F9 

BLASTX 

g2500347 

319 

2.0e-29 

95 

71 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG 



gene 



27951 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_3878691_emb_CAA90127_ (Z49911) similar to ribosomal 
protein (L7AE family); cDNA EST EMBL:D73957 comes from this 
gene; cDNA EST EMBL:D71298 comes from this gene; cDNA EST 
EMBL:D74077 comes from this gene; cDNA EST EMBL:D71393 
comes from this gene; cD 

204617 

LIB3083-063-Q1-L1-G10 

BLASTX - 

gl21631 

285 

1.0e-25 

73 
73 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>gi_72323_pir KNNT2S glycine-rich protein 2 « wood tobacco 

>gi_19743__emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 
sylvestris] 

204618 

LIB3083-063-Q1-L1-G11 

BLASTX 

g462013 

530 

2.0e-54 

119 

88 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_542022_pir S39558 HSP90 homolog - Madagascar 

periwinkle >gi_348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



204619 

LIB3083-063-Q1-L1-G12 

BLASTX 

g2853219 

302 

5.0e-28 

70 

76 

(AJ000923) glutathione transferase [Carica papaya] 
204620 

LIB3083-063-Q1-L1-G2 

BLASTX 

g3236238 

472 

2.0e-47 

135 

69 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 

204621 

LIB3083-063-Q1-L1-G3 
BLASTX 



27952 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g3935167 
530 

3.0e-54 

121 

86 

(AC004557) 



F17L21.10 [Arabidopsis thaliana] 



204622 

LIB3083-063-Q1-L1-G4 

BLASTX 

g2130073 

478 

3.0e-48 

109 

87 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-l, 
cytosolic - rice >gi_786178_dbj_BAA08845_ (D50307) aldolase 
C-l [Oryza sativa] >gi_7 90970_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 

204623 

LIB3083-063-Q1-L1-G5 

BLASTX 

g2160185 

383 

4.0e-37 

116 
62 

(AC000132) Similar to S. pombe ISP4 (gb_D83992) . 
[Arabidopsis thaliana] 

204624 

LIB3083-063-Q1-L1-G8 

BLASTX 

g3608171 

425 

5.0e-42 

113 
75 

(D86306) proton-translocating inorganic pyrophosphatase 
[Cucurbita moschata] 

204625 

LIB3083-063-Q1-L1-H10 

BLASTX 

gl083221 

163 

3.0e-ll 

112 

37 

apolipoprotein D - mouse >gi_575657_emb_CAA57974_ (X82648) 
apolipoprotein D [Mus musculus] 

204626 

LIB3083-063-Q1-L1-H11 

BLASTX 

g4455206 



27953 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311 

1.0e-28 

83 
70 

(AL035440) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204627 

LIB3083-063-Q1-L1-H2 

BLASTX 

gl351856 

276 

5.0e-28 

93 

70 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO -LYASE ) 
(ACONITASE) >gi_8 68003_dbj_BAA06108_ (D29629) aconitase 
[Cucurbita sp.] 



204628 

LIB3083-063-Q1-L1-H4 

BLASTX 

g4415992 

631 

3.0e-66 

119 

100 

(AF059288) beta-tubulin 2 



[Eleusine indica] 



204629 

LIB3083-063-Q1-L1-H8 

BLASTX 

gll4181 

358 

3.0e-34 

108 

66 

3-DEHYDROQUINATE SYNTHASE >gi_68385__pir SYECQ 

3-dehydroquinate synthase (EC 4.6.1.3) - Escherichia coli 
>gi__40968_emb_CAA27495_ (X03867) 3-dehydroquinate synthase 
(aa 1-362) [Escherichia coli] >gi_41225_emb_CAA79666__ 
(Z19601) ORF, aroB. Millar G., Coggins J.R.; FEBS Lett. 
200:11-17(1986) [Escherichia coli] >gi_606323 (U18997) 
3-dehydroquinate synthase [Escherichia coli] >gi_17 8 9791 
(AE000414) 3-dehydroquinate synthase [Escherichia coli] 

204630 

LIB3083-064-Q1-L1-A10 

BLASTX 

g2154715 

537 

4.0e-55 

118 

88 

(Y09418) CDPK-related protein kinase [Arabidopsis thaliana] 



Seq. No. 



204631 



27954 



Seq. ID LIB3083-064-Q1-L1-A11 

Method BLASTX 

NCBI GI g3202040 

BLAST score 4 63 

E value 2.0e-46 

Match length 152 

% identity 57 

NCBI Description (AF069323) permease 1 [Mesembryanthemum crystallinum] 

Seq. No. 204632 

Seq. ID LIB3083-064-Q1-L1-A2 

Method BLASTX 

NCBI GI gll72874 

BLAST score 145 

E value 3.0e-09 

Match length 80 

% identity 40 

NCBI Description DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi 479589 pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA01546_ (D10703) rd22 

[Arabidopsis thaliana] >gi_4 47134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 

Seq. No. 204633 

Seq. ID LIB3083-064-Q1-L1-B2 

Method BLASTX 

NCBI GI g2982249 

BLAST score 146 

E value 2.0e-09 

Match length 29 

% identity 86 

NCBI Description (AF051207) probable 60S ribosomal protein L15 [Picea 
mariana] 

Seq. No. 204634 

Seq. ID LIB3083-064-Q1-L1-B5 

Method BLASTX 

NCBI GI g586076 

BLAST score 612 

E value 6.0e-64 

Match length 113 

% identity 98 

NCBI Description TUBULIN BETA-1 CHAIN >gi_48 6734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 

Seq. No. 204635 

Seq. ID LIB3083-064-Q1-L1-B8 

Method BLASTX 

NCBI GI g4539292 

BLAST score 473 

E value 1.0e-47 

Match length 104 

% identity 85 

NCBI Description (AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



27955 



Seq. No, 


204636 


Seq. ID 


LIB3083-064-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g2995990 


BLAST score 


274 


E value 


2.0e-24 


Match length 


101 


% identity 


55 


NCBI Description 


(AF05374 6) dormancy-associated protein [Arabidopsis 


thaliana] >gi 2995992 (AF053747) dormancy-associated 




protein [Arabidopsis thaliana] 


Sea No 


204637 


Seq. ID 


LIB3083-064-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g2739387 


BLAST score 


231 


E value 


3.0e-19 


Match length 


122 


% identity 


39 


NCBI Description 


(AC002505) hypothetical protein [Arabidopsis thaliana] 


Qprr Mn 

VJ • LNU • 


204638 


Seq. ID 


LIB3083-064-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


g2213628 


BLAST score 


214 


E value 


3.0e-17 


J. ACL UU11 _J_dXy ^ -L 1 


116 




46 


NCBI Description 


(AC000103) F21J9.20 [Arabidopsis thaliana] 




204639 


Seq. ID 


LIB3083-064-Q1-L1-C3 


Method 


BLASTX 


NCBI GI . 


a320960 


BLAST score 


265 - 


E value 


3.0e-30 


Matph 1 encrth 


119 


% identity 


52 


NCBI Descriotion 


tubulin alpha-II chain - Plasmodium falciparum >gi_1601 


(M34390) alpha-tubulin II [Plasmodium falciparum] 


Sea No 


204640 


Seq. ID 


LIB3083-064-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


g4263695 


BLAST score 


187 


E value 


4.0e-14 


Match lenath 


116 


% identity 


18 




(AC006223) putative myosin II heavy chain [Arabidopsis 




thaliana] 


Seq. No. 


204641 


Seq. ID 


LIB3083-064-Q1-L1-C8 


Method 


BLASTX 



27956 



NCBI GI 


g2673912 


BLAST score 


303 


E value 


1.0e-27 


Match length 


94 


% identity 


61 


NCBI Description 


(AC002561) unknown protein [Arabidopsis 1 


Seq. No. 


204642 


Seq. ID 


LIB3083-064-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


gl352440 


BLAST score 


417 


E value 


6.0e-41 


Match length 


89 


% identity 


78 


NCBI Description 


EUKARYOTIC TRANSLATION INITIATION FACTOR 




(EIF4E) (MRNA CAP-BINDING PROTEIN) (EIF- 




(EIF-4F P26 SUBUNIT) >gi_1002915 (U34597 




sativa] 


Seq. No. 


204643 


Seq. ID 


LIB3083-064-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


gl292710 


BLAST score 


597 


E value 


3.0e-62 


Match length 


118 


% identity 


62 


NCBI Description 


(X97558) calmodulin-1 [Capsicum annuum] 


Seq. No. 


204644 


Seq. ID 


LIB3083-064-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g4455129 


BLAST score 


306 


E value 


6.0e-28 


Match length 


90 


% identity 


63 


NCBI Description 


(AF127761) ribonucleoprotein ZRNP1 [Homo 


Seq. No. 


204645 


Seq. ID 


LIB3083-064-Q1-L1-D3 


Method 


BLASTN 


NCBI GI 


g473216 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


44 


% identity 


95 


NCBI Description 


P. sativum (little marvel) HSC71.0 mRNA 


Seq. No. 


204646 


Seq. ID 


LIB3083-064-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g3004564 


BLAST score 


312 


E value 


9.0e-29 


Match length 


99 



IE (EIF-4E) 
r 25 KD SUBt 
p26 [Oryza 



27957 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI ,GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 

204647 

LIB3083-064-Q1-L1-D8 

BLASTX 

g2218152 

631 

4.0e-66 

123 

93 

(AF005279) type Ilia membrane protein cp-wapl3 [Vigna 
unguiculata] 

204648 

LIB3083-064-Q1-L1-D9 
- BLASTN 
g451543 
81 

1.0e-37 

289 

82 

Gossypium barbadense Sea Island proline-rich cell wall 
protein gene complete cds. >gi_1598725_gb_I18370_I18370 
Sequence 25 from patent US 

204649 

LIB3083-064-Q1-L1-E11 

BLASTX 

g3212877 

570 

7.0e-59 

143 

74 

(AC004005) Lea-like protein [Arabidopsis thaliana] 
204650 

LIB3083-064-Q1-L1-E3 

BLASTX 

g4262186 

500 

8.0e-51 
120 
78 

(AC005508) 
thaliana] 



Highly similar to cullin 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204651 

LIB3083-064-Q1-L1-E4 

BLASTX 

g2129552 

382 

6.0e-37 

90 

81 

calcium-dependent protein kinase 19 



Arabidopsis thaliana 



27958 



(fragment) 



O j^s /~r "KT^\ 

oeq. JNO. 


\J *± \J *J <£. 


Seq. ID 


LIB3083-064-Q1-L1-E6 


Method 


BLASTX 


Vlp-DT (IT 


a3068705 


XjlXTlO 1 O^UI C 


192 


Hi value 


1 . Oe-14 


Mafrh 1 pntrth 


92 




45 




(AF049236) unknown [Arabidopsis thaliana] 




VJ 1 UJ J 


Seq. ID 


LIB3083-064-Q1-L1-E7 


Method 


BLASTX 


1NW.DX OX 


a4512667 




596 


£j value 


4 . Oe-62 


M.piT'h 1 pp. nth 


122 


% iuentii,y 


89 


MfT^T naapri "ni - i Pin 

LN^OX UCDUi.iptlL>li 


(AC006931) putative MAP kinase [Arabidops. 


oeq. wo. 




Seq. ID 


JjIJjjUO J UD4 ^X XjX IIjO 


Method 




NCBI GI 


gl771162 


BLAST score 


494 


Hi vaiue 






X /£. *± 


% identity 


ft 1 
O X 




(X98930) SBT2 [Lycopersicon esculentum] 


>ai 3687307 emb CAA07000 (AJ006379) subt 




nr*n"t~ pa c! a rT.vponpT 6 ? iron esculentum! 


Seq. No. 


204655 


Seq. ID 


LIB3083-064-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


g586076 


BLAST score 


584 


E value 


1.0e-60 



Match length 

% identity 

NCBI Description 



107 
98 

TUBULIN BETA-1 CHAIN >gi_48 6734_pir S35142 tubulin beta 

chain - white lupine >gi__402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204656 

LIB3083-064-Q1-L1-F10 

BLASTX 

g2982303 

296 

3.0e-27 

77 

75 

(AF051236) hypothetical protein [Picea mariana] 



Seq. No. 



204657 



27959 



# • 



Seq. ID LIB3083-064-Q1-L1-F2 

Method BLASTX 

NCBI GI g3204103 

BLAST score 314 

E value 4.0e-29 

Match length 108 

% identity 62 

NCBI Description (AJ006761) hypothetical protein [Cicer arietinum] 

Seq. No. 204658 

Seq. ID LIB3083-064-Q1-L1-F4 

Method BLASTX 

NCBI GI g4539002 

BLAST score 228 

E value 7.0e-19 

Match length 125 

% identity 45 

NCBI Description (AL049481) putative protein [Arabidopsis thaliana] 



Seq. No. 204659 

Seq. ID LIB3083-064-Q1-L1-F6 

Method BLASTX 

NCBI GI g4512659 

BLAST score 345 

E value 1 .0e-32 

Match length 123 

% identity 57 t 

NCBI Description (AC006931) putative protein kinase [Arabidopsis thaliana] 

>gi_4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 

protein kinase [Arabidopsis thaliana] 

Seq. No. 204660 

Seq. ID LIB3083-064-Q1-L1-F7 

Method BLASTX 

NCBI GI g3420057 

BLAST score 429 

E value 2.0e-42 

Match length 121 

% identity 65 

NCBI Description (AC004680) putative ABC transporter [Arabidopsis thaliana] 

Seq. No. 204661 

Seq. ID LIB3083-064-Q1-L1-F8 

Method BLASTX 

NCBI GI g4510373 

BLAST score 259 

E value 1.0e-22 

Match length 103 

% identity 53 

NCBI Description (AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 204662 

Seq. ID LIB3083-064-Q1-L1-G11 

Method BLASTX 

NCBI GI g4325370 

BLAST score 161 



27960 



E value 7 . Oe-15 

Match length 59 
% identity 73 

NCBI Description (AF128396) similar to human phosphotyrosyl phosphatase 
activator PTPA (GB:X73478) [Arabidopsis thaliana] 



Seq. No* 204663 

Seq. ID LIB3083-064-Q1-L1-G3 

Method BLASTX 



NCBI GI 


g3885334 


RT.AST qrore 1 

DilTliJ X O ^ w J_ C- 


370 


E value 


2.0e-37 


Match length 


117 


o J- 4- J- L. jr 


74 




(AC005623) putative argonaute protein [Arabidopsis 




+-'h=l -i anal 


oeq • ino . 




beq. lu 


JjIDJUO J UU 1 * V- 1 - ■ LJJ - ^ ' 




BLASTX 


NCBI bl 


goo / o i oft 


BLAST score 


91 Q 
£ L 2 


E value 




Match length 


75 


% identity 


49 


NCBI Description 


(Z68218) K01H12.1 [Caenorhabditis elegans] 


Seq. No. 


204665 


Seq. ID 


LIB3083-064-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g4325370 


BLAST score 


265 


E value 


4.0e-23 


Match length 


63 


% identity 


79 


NCBI Description 


(AF128396) similar to human phosphotyrosyl phosphat 


activator PTPA (GB:X73478) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204666 

LIB3083-064-Q1-L1-H1 

BLASTX 

g4510381 

373 

5.0e-36 

91 

82 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204667 

LIB3083-064-Q1-L1-H3 

BLASTX 

gl644427 

398 

7.0e-39 

108 

75 

(U74610) glyoxalase II 



[Arabidopsis thaliana] 



27961 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204668 

LIB3083-064-Q1-L1-H4 

BLASTX 

g2129473 

184 

9.0e-14 

72 

50 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204669 

LIB3083-064-Q1-L1-H5 

BLASTX 

g4539452 

267 

9.0e-24 

68 

71 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204670 

LIB3083-064-Q1-L1-H6 

BLASTX 

gl477428 

232 

7.0e-20 

47 

94 

(X99623) alpha-tubulin 



1 [Horde urn vulgare] 



204671 

LIB3083-064-Q1-L1-H9 

BLASTX 

gl706956 

517 

7.0e-53 

105 

93 

(U58283) cellulose synthase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204672 

LIB3083-065-Q1-L1-A8 

BLASTX 

g3413511 

499 

1.0e-50 
110 
85 

(AJ000265) 
oleracea] 



glucose- 6-phosphate isomerase [Spinacia 



Seq. No. 
Seq. ID 
Method 



204673 

LIB3083-065-Q1-L1-A9 
BLASTX 



27962 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl732511 
484 

7.0e-49 

105 

85 

(U62742) Ran binding protein 1 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 



204674 

LIB3083-065-Q1-L1-B1 

BLASTX 

g4140398 

296 

9.0e-27 

87 

63 

(AF081794) sterol-C5 { 6) -desaturase 



[Nicotiana tabacum] 



204675 

LIB3083-065-Q1-L1-B10 

BLASTX 

g4580471 

427 

3.0e-42 

115 

66 

(AC006081) unknown protein [Arabidopsis thaliana] 
204676 

LIB3083-065-Q1-L1-B12 

BLASTX 

g3334346 

269 

7.0e-24 

63 

83 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG 

>gi_2852445_dbj_BAA24697_ (AB003378) SUI1 homolog [Salix 
bakko] 

204677 

LIB3083-065-Q1-L1-B2 

BLASTX 

g3882081 

669 

2.0e-70 

139 

38 

(AJ012552) polyubiquitin [Vicia faba] 
204678 

LIB3083-065-Q1-L1-B3 

BLASTX 

g3142294 

565 

2.0e-58 
116 



27963 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 

204679 

LIB3083-065-Q1-L1-B4 

BLASTX 

g3650032 

237 

7.0e-20 

49 

73 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

204680 

LIB3083-065-Q1-L1-B5 

BLASTX 

gl35496 

232 

2.0e-19 

44 

98 

TUBULIN BETA CHAIN >gi_85377__pir S02327 tubulin beta chain 

- sea urchin (Strongylocentrotus purpuratus) (fragment) 
>gi_1335670_emb_CAA30385_ (X07502) beta-tubulin (AA 
156-447) [Strongylocentrotus purpuratus] 

204681 

LIB3083-065-Q1-L1-B6 

BLASTX 

g4417283 

233 

2.0e-19 

104 

42 

(AC007019) putative cytochrome p450 [Arabidopsis thaliana] 
204682 

LIB3083-065-Q1-L1-B7 

BLASTX 

g2895866 

202 

8.0e-16 

36 

94 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



204683 

LIB3083-065-Q1-L1-C10 

BLASTX 

g549986 

498 

2.0e-50 
115 



27964 



% identity 

NCBI Description 



82 

(U13149) possible apospory-associated protein [Pennisetum 
ciliare] 



Seq. No. 


204684 


Seq. ID 


LIB3083-065-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


159 


F. value* 


9. Oe-11 


Match lencrth 

X Xv<X ^ X X>\>11^ Ull 


47 


% identity 


57 


NCBI Description 


(AC006232) putative lipas 


Sea No 


204685 


Seq. ID 


LIB3083-065-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 

Ll X-J Am- J- 


gl076334 


BLAST score 


140 


TJ 1 1 ne 


1 . Oe-08 


M^'hfh 1 on rri~ hi 
i.ia.L-\— 'ii xcii^ uxi 


95 




41 




iP ir L. CHI Xlir ± 




>ai 499168 emb CAA56145 




thaliana] 


Seq. No. 


204686 


Seq. ID 


LIB3083-065-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g4090257 


BLAST score 


416 


E value 


7.0e-41 


Match length 


83 


% identity 


93 



NCBI Description (AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204687 

LIB3083-065-Q1-L1-D1 

BLASTX 

g2879811 

502 

6.0e-51 

101 
94 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
204688 

LIB3083-065-Q1-L1-D10 

BLASTX 

g398849 

440 

7.0e-44 

93 

87 

(X7 4 656) beta-5 tubulin [Zea mays] 



Seq. No. 



204689 



27965 



# 

Seq. ID LIB3083-065-Q1-L1-D11 

Method BLASTX 

NCBI GI g4008159 

BliAST score 462 

E value 3.0e-46 

Match length 102 

% identity 83 

NCBI Description (AB015601) DnaJ homolog [Salix gilgiana] 

Seq. No. 204690 

Seq. ID LIB3083-065-Q1-L1-D12 

Method BLASTX 

NCBI GI g3212870 

BLAST score 175 

E value 1.0e-12 

Match length 50 

% identity 70 

NCBI Description (AC004005) putative N-myristoyltransf erase [Arabidopsis 
thaliana] 

204691 

LIB3083-065-Q1-L1-D3 
BLASTX 
g2493495 
237 

7.0e-20 
62 
71 

SERINE CARBOXY PEPTIDASE- LIKE >gi_212987 8_pir S72370 

carboxypeptidase - garden pea (fragment) 

>gi_1089904_emb_CAA92216_ (Z68130) carboxypeptidase [Pisum 

sativum] >gi_1587217_prf 2206338A Ser carboxypeptidase 

[Pisum sativum] 

Seq. No. 204692 

Seq. ID LIB3083-065-Q1-L1-D4 

Method BLASTX 

NCBI GI g3885336 

BLAST score 263 

E value 6.0e-23 

Match length 136 

% identity 10 

NCBI Description (AC005623) receptor-like protein kinase [Arabidopsis 
thaliana] 

Seq. No. 204693 

Seq. ID LIB3083-065-Q1-L1-D7 

Method BLASTX 

NCBI GI g2342719 

BLAST score 220 

E value 7.0e-18 

Match length 136 

% identity 40 

NCBI Description (AC002341) SF16 protein isolog [Arabidopsis thaliana] 

Seq. No. 204694 

Seq. ID LIB3083-065-Q1-L1-D8 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27966 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3834307 

298 

5.0e-27 

87 

68 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712. 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204695 

LIB3083-065-Q1-L1-E1 

BLASTX 

g2500047 

580 

4.0e-60 

125 

84 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_534 916_emb_CAA85362_ 
(Z36894) soluble inorganic pyrophosphatase [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204696 

LIB3083-065-Q1-L1-E11 

BLASTX 

g3377797 

245 

2.0e-21 

56 
86 

(AF075597) Similar to 60S ribosome protein 
by A. thaliana cDNA T04719; coded for by A. 



LI 9; coded for 
thaliana cDNA 



H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
: R90691 [Ara 



Seq. No. 204697 

Seq. ID LIB3083-065-Q1-L1-E12 

Method BLASTX 

NCBI GI g2887459 

BLAST score 612 

E value 6.0e-64 

Match length 126 

% identity 98 

NCBI Description (AB010922) actin [Cucumis sativus] 

Seq. No. 204698 

Seq. ID LIB3083-065-Q1-L1-E2 

Method BLASTX 

NCBI GI g4508079 

BLAST score 158 

E value 1.0e-10 

Match length 35 

% identity 69 

NCBI Description (AC005882) 66284 [Arabidopsis thaliana] 



27967 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. JD 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204699 

LIB3083-065-Q1-L1-E3 

BLASTX 

gl813329 

150 

1.0e-09 

78 

47 

(AB000637) HMG-1 [Canavalia gladiata] 



204700 

LIB3083-065-Q1-L1-E4 

BLASTX 

g2146739 

581 

3.0e-60 

136 
83 

hexokinase (EC 2.7.1, 



1) 1 - Arabidopsis thaliana >gi_881521 
(U28214) hexokinase 1 [Arabidopsis thaliana] 

204701 

LIB3083-065-Q1-L1-E6 

BLASTX 

g4193382 

409 

5.0e-40 

81 

90 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 

204702 

LIB3083-065-Q1-L1-E8 

BLASTX 

gl076529 

265 

1.0e-47 

137 

70 

heat shock protein HSP71.2 - garden pea >gi_562006 (U08848) 
PsHSP71.2 [Pisum sativum] >gi_1771479_emb__CAA67867__ 
(X99515) heat shock protein hsp70 [Pisum sativum] 

204703 

LIB3083-065-Q1-L1-F10 

BLASTN 

g2829205 

301 

1.0e-169 

349 

75 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



27968 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204704 

LIB3083-065-Q1-L1-F11 

BLASTX 

g2267567 

405 

1.0e-39 

89 
87 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204705 

LIB3083-065-Q1-L1-F12 

BLASTX 

g4309759 

327 

2.0e-30 

107 

62 

(AC006217) unknown protein with Src homology 3 (SH3) domain 
profile (PDOC50002) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204706 

LIB3083-065-Q1-L1-F2 

BLASTX 

g586076 

600 

2.0e-62 

120 

89 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA49736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq. No. 


204707 


Seq. ID 


LIB3083-065-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g2244734 


BLAST score 


346 


E value 


4.0e-33 


Match length 


76 


% identity 


91 


NCBI Description 


(D88414) actin [Gossypium hirsutum] 


Seq. No. 


204708 


Seq. ID 


LIB3083-065-Q1-L1-F6 


Method 


BLASTN 


NCBI GI 


gl518539 


BLAST score 


58 


E value 


7.0e-24 


Match length 


142 


% identity 


85 


NCBI Description 


Glycine max UDP-glucose dehydrogenase 


Seq. No. 


204709 


Seq. ID 


LIB3083-065-Q1-L1-F8 



27969 



Method BLASTX 

NCBI GI g2827699 

BLAST score 141 

E value 9.0e-09 

Match length 139 

% identity 35 

NCBI Description (AL021684) predicted protein [Arabidopsis thaliana] 

Seq. No. 204710 

Seq. ID LIB3083-065-Q1-L1-F9 

Method BLASTX 

NCBI GI g4115377 

BLAST score 301 

E value 1.0e-27 

Match length 87 

% identity 69 

NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 

Seq. No. 204711 

Seq. ID LIB3083-065-Q1-L1-G1 

Method BLASTX 

NCBI GI g862640 

BLAST score 4 96 

E value 3.0e-50 

Match length i07 

% identity 91 

NCBI Description (U20182) MADS-box protein AGL11 [Arabidopsis thaliana] 
>gi_4538999_emb_CAB39620.1_ (AL049481) MADS-box protein 
AGL11 [Arabidopsis thaliana] 

Seq. No. 204712 

Seq. ID LIB3083-065-Q1-L1-G10 

Method BLASTX 

NCBI GI g4309767 

BLAST score 142 

E value 9.0e-09 

Match length 73 

% identity 48 

NCBI Description (AC0 06217) putative Athila retroelement ORF1 protein 
[Arabidopsis thaliana] 

Seq. No. 204713 

Seq. ID LIB3083-065-Q1-L1-G11 

Method BLASTN 

NCBI GI gll43223 

BLAST score 96 

E value 1.0e-4 6 

Match length 209 

% identity 92 

NCBI Description Gossypium barbadense FbLate-2 gene, complete cds 

Seq. No. 204714 

Seq. ID LIB3083-065-Q1-L1-G12 

Method BLASTN 

NCBI GI g!1800 

BLAST score 205 

E value 1.0e-lll 



27970 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275 
96 

Tobacco chloroplast spacer region between the 16S and 23S 
rRNAs . Also contains two transfer RNAs specific for lie and 
Ala which are interrupted by introns 

204715 

LIB3083-065-Q1-L1-G2 

BLASTX 

g2811025 

526 

9.0e-54 

141 

67 

ASPARTIC PROTEINASE PRECURSOR >gi_1944181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

204716 

LIB3083-065-Q1-L1-G4 

BLASTX 

g2842480 

517 

9.0e-53 
129 
81 

(AL021749) 
thaliana] 



ADP, ATP carrier-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



204717 

LIB3083-065-Q1-L1-G7 

BLASTX 

g2642448 

271 

6.0e-24 

128 

15 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 

204718 

LIB3083-065-Q1-L1-H1 

BLASTX 

g2501850 

678 

1.0e-71 

136 

93 

(AF012823) GDP dissociation inhibitor [Nicotiana tabacum] 
204719 

LIB3083-065-Q1-L1-H2 

BLASTX 

g3927825 

396 

2.0e-38 
107 



27971 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

204720 

LIB3083-065-Q1-L1-H5 
BLASTX 
g3559805 
486 

4.0e-49 
139 
65 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 

204721 

LIB3083-065-Q1-L1-H7 
BLASTX 
g2244734 
683 

3.0e-72 
135 
99 

(D88414) actin [Gossypium hirsutum] 
204722 

LIB3083-065-Q1-L1-H8 
BLASTX 
gl702983 
332 

5.0e-31 
111 
57 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855jpir_ 
hypothetical protein - garden strawberry 
>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034' (L44142) auxin-repressed protein 
[Fragaria ananassa] 

204723 

LIB3083-065-Q1-L1-H9 

BLASTX 

g629651 

509 

9.0e-52 

135 

69 

cysteine proteinase - spring vetch >gi_2129904_pir S51817 

cysteine proteinase (EC 3.4.22.-) precursor - spring vetch 
>gi_535473_emb_CAA53377_ (X75749) cysteine protease [Vicia 
sativa] 



S11850 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



204724 

LIB3083-066-Q1-L1-A1 

BLASTX 

g82263 

306 



27972 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. .ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-28 

80 

76 

ubiquinol—cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC (1)311) - potato 

204725 

LIB3083-066-Q1-L1-A10 

BLASTX 

g2500354 

637 

7.0e-67 

124 

95 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204726 

LIB3083-066-Q1-L1-A3 

BLASTX 

g4115918 

186 

6.0e-14 

45 
80 

(AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 



Seq. No. 


204727 


Seq. ID 


LIB3083-066-Q1-L1-A5 


Method 


BLASTX 


NCBI GI 


g4204259 


BLAST score 


219 


E value 


9.0e-18 


Match length 


98 


% identity 


46 


NCBI Description 


(AC005223) 18074 [Arab 


Seq. No. 


204728 


Seq. ID 


LIB3083-066-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


gll6923 


BLAST score 


368 


E value 


2.0e-35 


Match length 


95 


% identity 


69 


NCBI Description 


COATOMER BETA SUBUNIT 



(BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 

Seq. No. 204729 

Seq. ID LIB3083-066-Q1-L1-A9 

Method BLASTX 

NCBI GI g232033 

BLAST score 166 

E value 1.0e-ll 



27973 




Match length 52 
% identity 63 

NCBI Description ELONGATION FACTOR 1 BETA* >gi_47 9830_pir S35501 

translation elongation factor eEF-1 beta' chain - wheat 
>gi_218341_dbj_BAA02436_ (D13147) elongation factor 1 beta' 
[Triticum aestivum] 



Qprr No 


204730 


Seq. ID 


LIB3083-066-Q1-L1-B1 


IMC? Lilw 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


443 


F. V3 1 IIP 


4 . Oe-44 


Match length 


115 


■s xaeni-xx-y 


77 


NCBI Description 


(U73747) annexin [Gossypium hirsutum] 




204731 


o " * x u 


LIB3083-066-Q1-L1-B10 




BLASTX 


NCBI GI 


g2829899 


ij-LltiO x oowxc 


297 


Lj Value 


7 . 0e-27 


Ma1~r , Vi 1 citi n"f~ Vi 
iidL.^xi xciiy uii 


123 


t> laentiuy 


4 6 


NCBI Description 


(AC002311) similar to ripening-induced protei 


gp AJ001449_2465015 and major#latex protein, 




gp X91961 1107495 [Arabidopsis thaliana] 


desrr \T/-\ 
oetj • 1NO . 


204732 


q<^rr Tf) 

JCv^t 11/ 


LIB3083-066-Q1-L1-B3 




BLASTX 


LNoDX bl 


g974294 


BLAST score 


331 


E value 


5.0e-31 


Match length 


109 


% identity 


60 


NCBI Description 


(U31309) LP6 [Pinus taeda] 


Seq. No. 


204733 


Seq. ID 


LIB3083-066-Q1-L1-B5 


Method 


BLASTX 


NCBI GI 


g416758 


BLAST score 


268 


E value 


1.0e-23 


Match length 


105 



% identity 51 

NCBI Description SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



Seq. No* 
Seq. ID 
Method 
NCBI GI 
BLAST score 



204734 

LIB3083-066-Q1-L1-B6 

BLASTN 

gl67322 

256 



27974 



® 



E value 1.0e-142 
Match length 283 
% identity 97 

NCBI Description Gossypium hirsutum ORF with two tentative start codons, 

complete cds. >gi_1598702__gb_I18347_I18347 Sequence 2 from 
patent US 5495070 >gi_1601688__gb_I21334_JE21334 Sequence 2 
from patent US 5521078 >gi_2082615_gb_I40323_I40323 
Sequence 2 from patent US 5620882 

>gi_2086583_gb_I36758_l36758~ Sequence 2 from patent US 
5608148 >gi_2087591_gb_I35740__l35740 Sequence 2 from patent 
US 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204735 

LIB3083-066-Q1-L1-B8 

BLASTX 

gll71866 

297 

6.0e-27 

116 

54 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_629601_pir S48826 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 
cabbage >gi_562282__emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 



Seq. No. 


204736 


Seq. ID 


LIB3083-066-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g2511693 


BLAST score 


401 


E value 


4.0e-39 


Match length 


139 


% identity 


57 


NCBI Description 


(Z99954) cysteine proteinase precursor [ 


Seq. No. 


204737 


Seq. ID 


LIB3083-066-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


g2996096 


BLAST score 


675 


E value 


3.0e-71 


Match length 


132 


% identity 


97 


NCBI Description 


(AF030517) translation elongation factor 




alpha [Oryza sativa] 


Seq. No. 


204738 


Seq. ID 


LIB3083-066-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 


gll97461 


BLAST score 


740 


E value 


7.0e-79 


Match length 


141 



-1 alpha; EF-1 



% identity 96 

NCBI Description (X78819) 



casein kinase I [Arabidopsis thaliana] 



27975 



® 



Seq. No. 204739 

Seq. ID LIB3083-066-Q1-L1-C6 

Method BLASTX 

NCBI GI g2865523 

BLAST score 205 

E value 4 . Oe-16 

Match length 68 

% identity 48 , 

NCBI Description (AF044584) cold regulated LTCOR18 [Lavatera thurxngiaca] _ 

Seq. No. 204740 

Seq. ID LIB3083-066-Q1-L1-C7 

Method BLASTX 

NCBI GI g2384671 

BLAST score 340 

E value 6.0e-32 

Match length 70 

% identity 94 

NCBI Description (AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 

Seq. No. 204741 

Seq. ID LIB3083-066-Q1-L1-D11 

Method BLASTX 

NCBI GI g2244734 

BLAST score 662 

E value 9.0e-70 

Match length 132 

% identity 98 

NCBI Description (D88414) actin [Gossypium hirsutum] 

Seq. No. 204742 

Seq. ID LIB3083-066-Q1-L1-D2 

Method BLASTX 

NCBI GI g643469 

BLAST score 298 

E value 3.0e-27 

Match length 102 

% identity 58 

NCBI Description (U19886) unknown [Lycopersicon esculentum] 

Seq. No. 204743 

Seq. ID LIB3083-066-Q1-L1-D4 

Method BLASTX 

NCBI GI g2129770 

BLAST score 575 

E value 2.0e-59 

Match length 121 

% identity 81 

NCBI Description xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154611_dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 

Seq. No. 204744 

Seq. ID LIB3083-066-Q1-L1-D6 



27976 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3024126 

741 

6.0e-79 

144 

96 

S - ADENOS YLMET H I ON INE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) {ADOMET SYNTHETASE 1) 
>gi_1655576__emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204745 

LIB3083-066-Q1-L1-D7 

BLASTX 

g4539301 

207 

2.0e-16 

105 
43 

(AL049480) 
thaliana] 



putative mitochondrial protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204746 

LIB3083-066-Q1-L1-E10 

BLASTX 

gll6343 

266 

2.0e-23 

119 

42 

BASIC ENDOCHITINASE PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204747 

LIB3083-066-Q1-L1-E11 

BLASTX 

g4006858 

352 

2.0e-33 

118 

55 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204748 

LIB3083-066-Q1-L1-E12 

BLASTX 

gl477428 

222 

3.0e-18 

49 

86 

(X99623) alpha-tubulin 1 



[Horde urn vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



204749 

LIB3083-066-Q1-L1-E3 

BLASTX 

g2129499 



27977 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



363 

2.0e-51 

124 

73 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

204750 

LIB3083-066-Q1-L1-E5 

BLASTX 

gl!74498 

389 

9.0e-38 

93 

74 

SYNAPTOBREVIN-RELATED PROTEIN >gi_600710 (M90418) formerly 
called HAT24; synaptobrevin-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204751 - 

LIB3083-066-Q1-L1-E8 

BLASTX 

gl749752 

284 

2.0e-25 

125 

42 

(D89272) similar to Saccharomyces cerevisiae T-complex 
protein l,theta subunit, SWISS-PROT Accession Number P47079 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204752 

LIB3083-066-Q1-L1-F11 

BLASTX 

gl658197 

614 

5.0e-64 

143 

78 

(U74630) 
(U74631) 



calreticulin 
calreticulin 



[Ricinus communis] 
[Ricinus communis] 



>gi_1763297 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



204753 

LIB3083-066-Q1-L1-F12 

BLASTX 

g3287688 

353 

2.0e-33 

86 

80 

(AC003979) Contains similarity to ycf37 gene product 
gb_1001425 from Synechocystis sp. genome gb_D63999. ESTs 
gb_T43026, gb_R64 902, gb_Z18169 and gb_N37374 come from 
this gene. [Arabidopsis thaliana] 

204754 

LIB3083-066-Q1-L1-F3 



27978 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g!706958 

496 

2.0e-50 

95 

99 

(U58284) 



cellulose synthase [Gossypium hirsutum] 



204755 

LIB3083-066-Q1-L1-F4 

BLASTX 

g4508073 

422 

1.0e-41 

142 

58 

(AC005882) 43220 [Arabidopsis thaliana] 
204756 

LIB3083-066-Q1-L1-F6 

BLASTX 

g3894191 

274 

3.0e-24 

89 

58 

(AC005662) unknown protein [Arabidopsis thaliana] 
204757 

LIB3083-066-Q1-L1-F7 

BLASTX 

g836950 

166 

8.0e-12 
126 

11 - 

(U20810) CIP1 [Arabidopsis thaliana] 

>gi_1096881_prf 2112355A CIP1 protein [Arabidopsis 

thaliana] 

204758 

LIB3083-066-Q1-L1-F8 

BLASTX 

g2811025 

372 

7.0e-36 

107 

67 

ASPARTIC PROTEINASE PRECURSOR >gi_194 418 l_db j__BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

204759 

LIB3083-066-Q1-L1-F9 

BLASTX 

g3914467 

167 

8.0e-12 



27979 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 
48 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7] 
>gi_1864003_dbj_BAA19252_ (AB001422) 21D7 [Nicotiana 
tabacum] 

204760 

LIB3083-066-Q1-L1-G1 

BLASTX 

g2129950 

471 

2.0e-47 

109 

84 

inorganic pyrophosphatase (EC 3.6.1.1) (clone TV? 9) - 
common tobacco 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204761 

LIB3083-066-Q1-L1-G11 

BLASTX 

g3096939 

268 

1.0e-23 

58 

79 

(AL023094) putative protein [Arabidopsis thaliana] 



204762 

LIB3083-066-Q1-L1-G12 

BLASTN 

g3241920 

52 

2.0e-20 

235 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAE1, complete sequence [Arabidopsis thaliana] 



PI clone: 



204763 

LIB3083-066-Q1-L1-G2 

BLASTX 

g2791276 

293 

2.0e-26 

81 
73 

(Z95327) Cleavage Stimulation Factor (CF-1, Polyadenylation 
Factor) 64 kD subunit [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



204764 

LIB3083-066-Q1-L1-G3 

BLASTX 

gl706956 

248 

2.0e-37 

108 

98 



27980 



NCBI Description 


(U58283) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


204765 


Seq. ID 


LIB3083-066-Q1-L1-G4 


Method. 


BLASTX 


NCBI GI 


g3540208 


BLAST score 


356 


E value 


6.0e-34 


Match length 


124 


% identity 


58 


NCBI Description 


(AC004260) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


204766 


Seq. ID 


LIB3083-066-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g4493917 


BLAST score 


142 


E value 


8 . Oe-09 


Match length 


81 


% identity 


35 


NCBI Description 


(Z98547) -predicted using hexExon; MAL3P3.21 (PFC0360w) , 


Hypothetical protein, len: 114 aa [Plasmodium falciparum] 


Seq. No. 


204767 


Seq. ID 


LIB3083-066-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


g4455194 


BLAST score 


307 


E value 


4.0e-28 


Match length 


70 


% identity 


80 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


204768 


Seq. ID 


LIB3083-066-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g3763925 


BLAST score 


404 


E value 


1.0e-39 


Match length 


82 


% identity 


89 


NCBI Description 


(AC004450) putative AflO-protein [Arabidopsis thaliana] 


Seq. No. 


204769 


Seq. ID 


LIB3083-066-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g3747050 


BLAST score 


503 


E value 


3.0e-51 


Match length 


113 


% identity 


85 


NCBI Description 


{AF0 93540} ribosomal protein L26 [Zea mays] 


Seq. No. 


204770 


Seq. ID 


LIB3083-066-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g3935181 



27981 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



612 

6.0e-64 

120 
92 

(AC004557) F17L21.24 [Arabidopsis thaliana] 
204771 

LIB3083-066-Q1-L1-H2 

BLASTX 

g4455208 

601 

2.0e-62 

141 

83 

(AL035440) putative protein [Arabidopsis thaliana] 
204772 

LIB3083-066-Q1-L1-H6 

BLASTX 

g3415117 

394 

2.0e-38 

105 

70 

(AF081203) villin 3 [Arabidopsis thaliana] 
204773 

LIB3083-066-Q1-L1-H8 

BLASTX 

g3080390 

499 

1.0e-50 

123 
76 

(AL022603) putative protein [Arabidopsis thaliana] 
204774 

LIB3083-067-Q1-L1-A10 

BLASTX 

gl35406 

488 

2.0e-49 

110 

85 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

204775 

LIB3083-067-Q1-L1-B12 

BLASTX 

gl928981 

461 

3.0e-46 

104 

89 



27982 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

204776 

LIB3083-067-Q1-L1-C12 

BLASTN 

g871769 

33 

4.0e~09 

258 

17 

V.unguiculata mRNA for glycin-rich protein 
204777 

LIB3083-067-Q1-L1-D10 

BLASTX 

g464849 

518 

5.0e-53 

107 

97 

TUBULIN ALPHA CHAIN >gi_486847jpir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 


204778 


Seq. ID 


LIB3083-067-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


393 


E value 


3.0e-38 


Match length 


115 


% identity 


63 


NCBI Description 


(U91995) Argonaute protein 


Seq. No. 


204779 


Seq. ID 


LIB3083-067-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g4467147 


BLAST score 


306 


E value 


4.0e-28 


Match length 


108 


% identity 


57 


NCBI Description 


(AL035540) putative protein 


Seq. No. 


204780 


Seq. ID 


LIB3083-067-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


gll9150 


BLAST score 


631 


E value 


4.0e-66 


Match length 


128 


% identity 


93 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA ( 



alpha chain - tomato >gi_19273_emb_CAA32618_ (X1444 9) 
1-alpha (AA 1-448) [Lycopersicon esculentum] 



EF 



27983 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_295810_emfo_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 



204781 

LIB3083-068-Q1-L1-A10 

BLASTX 

g729508 

290 

4.0e-26 

90 

66 

NARINGENIN, 2 -OXOGLUTARATE 
{ FLAVONONE - 3 -HYDROXYLASE ) 



3-DIOXYGENASE 

(FHT) >gi_499020_emb_CAA5357 9_ 



(X75965) flavanone 3-hydroxylase [Vitis vinifera] 
204782 

LIB3083-068-Q1-L1-B10 

BLASTX 

gl706958 

496 

2.0e-50 

100 

94 

(U58284) cellulose synthase [Gossypium hirsutum] 
204783 

LIB3083-068-Q1-L1-B11 

BLASTX 

gl666106 

216 

1.0e-17 

96 

48 

(Z82098) hypothetical protein Rv3553 [Mycobacterium 
tuberculosis] 



Seq. No. 


204784 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g246292< 


BLAST score 


185 


E value 


8.0e-14 


Match length 


48 


% identity 


67 


NCBI Description 


(Y12295 


Seq. No. 


204785 


Seq. ID 


LIB3083 


Method 


BLASTX 


NCBI GI 


gl35434 


BLAST score 


144 


E value 


4.0e-12 


Match length 


93 


% identity 


48 


NCBI Description 


TUBULIN 



glutathione transferase [Arabidopsis thaliana] 



(Physarum polycephalum) >gi_1213632_emb_CAA28712_ (X05039) 



27984 




alpha-tubulin [Physarum polycephalum] 

Seq. No. 204786 

Seq. ID LIB3083-068-Q1-L1-D10 

Method BLASTX 

NCBI GI g3122673 

BLAST score 350 

E value 2.0e-33 

Match length 95 

% identity 74 

NCBI Description 60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204787 

LIB3083-068-Q1-L1-E11 

BLASTX 

g2576255 

143 

4.0e-09 

96 

41 

(AJ001729) TH65 protein [Arabidopsis thaliana] 
204788 

LIB3083-068-Q1-L1-E9 

BLASTX 

g4090884 

242 

2.0e-20 

72 

68 

(AF025333) vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 



Seq. No. 


204789 


Seq. ID 


LIB3083-( 


Method 


BLASTX 


NCBI GI 


gl483563 


BLAST score 


463 


E value 


2.0e-46 


Match length 


99 


% identity 


85 


NCBI Description 


(X99825) 


Seq. No. 


204790 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


145 


E value 


1.0e-09 


Match length 


52 


% identity 


54 


NCBI Description 


(U58283) 



Seq. No. 204791 

Seq. ID LIB3083-070-Q1-L1-A10 

Method BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll43223 
190 

1.0e-102 

331 

56 

Gossypium barbadense FbLate-2 gene, complete cds 



Q^rr No 

O C • Vi\J • 


204792 




LTB3083-070-O1-L1-A9 




BLASTN 




al616613 

y A- \J *L- <J \J -1- 


DT 7\ C T 1 opOTO 


40 


F lnp 


3.0e-13 




83 


% identity 


88 


NCBI Description 


N.plumbaginifolia mRNA for small GTP-binding prot 




T ~J VJ J- ±. 


oeq • ino . 






LIB3083-070-Q1-L1-B12 


riei.noa 










4 

1 J -7 


£1 Value 




Match length 


131 


% identity 


66 


NCBI Description 


(2vr , nnRft94^ nnk-nnwn nrnt"pi n TArabidODsis thalianal 


beg > jno . 


Z U ft / 


oeq* lu 


T.TR?083-070-Ol-Ll-Cll 

1DJUU J \J / \J \S JL UX J. 


jyiernoa 


DiinO ± A. 


MpDT PT 


rrl ^^9 c i7Q 


DT, 7\ CT^ enorp 
DlifiOX OUUIC 


564 


Hi VaiUc 




Kiarcn lengtn 


199 


1> XUcIlLl 


1 n 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


204795 


Seq. ID 


LIB3083-070-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


g3738185 


BLAST score 


228 


E value 


2.0e-19 


Match length 


60 


% identity 


17 


NCBI Description 


(AL031854) ubi4 - ubiquitin family protein 




[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



204796 

LIB3083-070-Q1-L1-C9 

BLASTX 

g267069 

191 

8.0e-31 

75 
91 



27986 




NCBI Description TUBULIN ALP HA- 2 /ALPHA- 4 CHAIN >gi_320183_pir_JQ1594 
tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204797 

LIB3083-070-Q1-L1-D9 

BLASTX 

gll74592 

547 

3.0e-57 

115 

96 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulm 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204798 

LIB3083-070-Q1-L1-E10 

BLASTX 

g485512 

398 

9.0e-39 

103 
71 

salt-associated protein csaA 



sweet orange 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204799 

LIB3083-070-Q1-L1-E11 

BLASTX 

g4206112 

303 

1.0e-27 

58 
100 

(AF097662) alpha tubulin [Mesembryanthemum crystallinum] 
204800 

LIB3083-070-Q1-L1-E12 

BLASTN 

g3046853 

67 

3.0e-29 

227 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRA19, complete sequence [Arabidopsis thaliana] 

204801 

LIB3083-070-Q1-L1-E9 

BLASTX 

gl709761 

598 

3.0e-62 

122 

96 

PROTEASOME 27 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 



27987 



COMPLEX 27 KD SUBUNIT) >gi_1262146^emb_CAA65660_ (X96974) 
proteasome subunit [Spinacia oleracea] 



Seq. No. 


204802 


Seq. ID 


LIB3083-070-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


gl848212 


BLAST score 


512 


E value 


4.0e-52 


Match length 


99 


% identitv 


46 


NCBI Description 


(Y11209) protein disulf ide-isomerase prec 




tabacum] 


Seq. No. 


204803 


Seq. ID 


LIB3083-070-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g4455208 


RT.AST score 


285 


E value 


1.0e-25 


MPs t" rh lencrth 


96 


S: -? Hfant' i 1" v 

0 _L 'v-i.^l II L L J 


65 


NCBI Description 


(AL035440) putative protein [Arabidopsis 


Seq. No. 


204804 


Seq. ID 


LIB3083-070-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


gl25887 


BLAST score 


169 


E value 


6.0e-12 


Match length 


89 


% identity 


45 


NCBI Description 


ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



204805 

LIB3083-070-Q1-L1-G9 

BLASTX 

gl362005 

230 

4.0e-19 

110 

50 

secY protein homolog precursor 



Arabidopsis thaliana 



204806 

LIB3083-070-Q1-L1-H11 

BLASTX 

gl!74592 

657 

4.0e-69 

135 

96 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 



27988 



sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204807 

LIB3083-070-Q1-L1-H9 

BLASTX 

g731407 

241 

2.0e-20 

114 

39 

HYPOTHETICAL 61.3 KD PROTEIN IN QRA3-MMS21 INTERGENIC 

REGION >gi_1077600_pir S50439 hypothetical protein YEL020c 

_ yeast (Saccharomyces cerevisiae) >gi_602387 (U18530) 
Yel020cp [Saccharomyces cerevisiae] 

204808 

LIB3083-071-Q1-L1-A10 

BLASTX 

g4098244 

498 

1.0e-50 

117 

82 

(U7 6409) homeobox 1 protein [Lycopersicon esculentum] 
204809 

LIB3083-071-Q1-L1-A11 

BLASTX 

g421941 

413 

1.0e-40 

90 

88 

GTP-binding protein, ras-related - common tobacco 
>gi_296878_emb_CAA50609__ (X71609) ras-related GTP-binding 
protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204810 

LIB3083-071-Q1-L1-A12 

BLASTX 

gl084335 

414 

9.0e-41 

89 

83 

calcium-dependent protein kinase (EC 2.7.1.-) 2 - 
Arabidopsis thaliana >gi_604881_dbj_BAA04830_ (D21806) 
calcium-dependent protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



204811 

LIB3083-071-Q1-L1-A4 

BLASTX 

gll71978 

405 

9.0e-40 

108 

22 



27989 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arafoidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

204812 

LIB3083-071-Q1-L1-A5 

BLASTX a 

g267082 

595 

6.0e-62 

112 

97 

TUBULIN BETA- 8 CHAIN >gi_320189_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 

204813 

LIB3083-071-Q1-L1-B2 

BLASTX 

g2160191 

584 

1.0e-60 

111 

98 

(AC000132) Identical to A. thaliana AtK-1 (gb_X7927 9) . 
[Arabidopsis thaliana] 



Seq. No. 


204814 


Seq. ID 


LIB3083-071- 


Method 


BLASTX 


NCBI GI 


g2828147 


BLAST score 


181 


E value 


2.0e-13 


Match length 


56 


% identity 


62 


NCBI Description 


(AF042384) ] 


Seq. No. 


204815 


Seq. ID 


LIB3083-071- 


Method 


BLASTX 


NCBI GI 


g4512699 


BLAST score 


453 


E value 


2.0e-45 


Match length 


111 


% identity 


70 


NCBI Description 


(AC006569) 




[Arabidopsi 


Seq. No. 


204816 


Seq. ID 


LIB3083-071 


Method 


BLASTX 


NCBI GI 


g3063653 


BLAST score 


140 


E value 


1.0e-08 


Match length 


111 


% identity 


32 



27990 



NCBI Description (AF057356) calcyclin binding protein [Homo sapiens] 

>gi_4200224_emb_CAA22910_ (AL035305) hypothetical protein 
[Homo sapiens] 

204817 

LIB3083-071-Q1-L1-B9 
BLASTX 
gl717952 
143 

5.0e-09 

30 
87 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 4 
PRECURSOR {RIESKE IRON-SULFUR PROTEIN 4) (RISP4) >gi_530054 
(L16812) Rieske iron-sulfur protein [Nicotiana tabacum] 





204818 


q prT TV) 


LIB3083-071-Q1-L1-C1 


Method 


BLASTX 


NPRT fit 


g3080435 


"RT.A9T qrnrp 


524 


E value 


1.0e-53 


Mstr 1 !! 1 pncrth 


119 


% identity , 


84 


NCBI Description 


(AL022605) putative protein [Arabidopsis 




204819 




LIB3083-071-Q1-L1-C10 




BLASTX 


KfPRT (IT 


al524370 




342 


R va 1 ii p 


3.0e-32 




84 


% identity 


76 


NCBI Description 


(X92491) TOM20 [Solanum tuberosum] 


Seq. No. 


204820 


Seq. ID 


LIB3083-071-Q1-L1-C11 


Method 


BLASTX 


NCBI GI 


g2696804 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


38 


% identity 


68 


NCBI Description 


(AB009665) water channel protein [Oryza 


Seq. No. 


204821 


Seq. ID 


LIB3083-071-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


gl912453 


BLAST score 


144 


E value 


4.0e-09 


Match length 


95 


% identity 


41 


NCBI Description 


(U49841) v-SNARE [Cricetulus griseus] 


Seq. No. 


204822 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27991 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-071-Q1-L1-C2 

BLASTX 

g3868758 

476 

5.0e-48 

91 

93 

(D89802) elongation factor IB gamma [Oryza sativa] 
204823 

LIB3083-071-Q1-L1-C3 

BLASTX 

g3925703 

509 

6.0e-52 

113 
88 

(X95905) 14-3-3 protein [Lycopersicon esculentum] 
204824 

LIB3083-071-Q1-L1-C6 

BLASTX 

g4234941 

507 

1.0e-51 

117 

87 

(AF097938) cytosolic phosphoglucomutase [Populus tremula x 
Populus tremuloides] 

204825 

LIB3083-071-Q1-L1-D12 

BLASTX 

g3928089 

255 

4.0e-22 

112 

55 

(AC005770) putative osr40 [Arabidopsis thaliana] 
204826 

LIB3083-071-Q1-L1-D2 

BLASTN 

g525331 

39 

1.0e-12 

47 

96 

Pisum sativum Alaska alpha-tubulin (TubAl) gene, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



204827 

LIB3083-071-Q1-L1-D4 

BLASTX 

g3790100 

529 

3.0e-54 



27992 



Match length 


117 


% identity 


85 


NCBI Description 


(AF095520) pyrophosphate-dependent phosphofructokinase beta 


subunit [Citrus X paradisi] 


Seq. No. 


204828 


Seq. ID 


LIB3083-071-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g3928089 


BLAST score 


274 


E value 


2.0e-24 


Match length 


114 


% identity 


58 


NCBI Description 


(AC005770) putative osr40 [Arabidopsis thaliana] 


Seq. No. 


204829 


Seq. ID 


LIB3083-071-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g2501850 


BLAST score 


569 


E value 


6.0e-59 


Match length 


116 


% identity 


91 


NCBI Description 


(AF012823) GDP dissociation inhibitor [Nicotiana tabacum] 


Seq. No. 


204830 


Seq. ID 


LIB3083-071-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g4427003 


BLAST score 


259 


E value 


1.0e-22 


Match length 


111 


% identity 


51 


NCBI Description 


(AF127664) NBD-like protein [Arabidopsis thaliana] 


Seq. No. 


204831 


Seq. ID 


LIB3083-071-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


g3360291 


BLAST score 


274 


E value 


2 . 0e-24 


Match length 


117 


% identity 


55 


NCBI Description 


(AF023165) leucine-rich repeat transmembrane protein kinase 




2 [Zea mays] 


Seq. No. 


204832 


Seq. ID 


LIB3083-071-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


g3928089 


BLAST score 


274 


E value 


2.0e-24 


Match length 


114 


% identity 


58 


NCBI Description 


(AC005770) putative osr40 [Arabidopsis thaliana] 



Seq. No. 204833 



27993 



Seq. ID 


LIB3083-071-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g2653446 


BLAST score 


568 


E value 


8.0e-59 


Match length 


121 


% identity 


89 


NCBI Description 


(AB009077) proton pyrophosphatase [Vigna radiata] 


Seq, No. 


204834 


Seq. ID 


LIB3083-071-Q1-L1-F3 


Mpthod 


BLASTX 


NCBI GI 


gl335862 


BLAST score 


539 


E value 


2.0e-55 


Match length 


118 


% identity 


88 


NCBI Description 


(U42608) clathrin heavy chain [Glycine max] 


Seq. No. 


204835 


Seq. ID 


LIB3083-071-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g2529703 


BLAST score 


327 


E value 


1.0e-30 


Match length 


101 


% identity 


68 


NCBI Description 


(AF000142) class II knotted-like home o domain prote 


[Lycopersicon esculentum] 


Seq. No. 


204836 


Seq. ID 


LIB3083-071-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g2529680 


BLAST score 


468 


E value 


4.0e-47 


Match length 


120 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



53 

(AC002535) putative protein disulf ide- isomer ase precursor 
[Arabidopsis thaliana] 

204837 

LIB3083-071-Q1-L1-G11 

BLASTN 

g2267582 

69 

5.0e-31 

109 
91 

Gossypium hirsutum vacuolar H+-ATPase subunit E mRNA, 
complete cds 

204838 

LIB3083-071-Q1-L1-G2 

BLASTX 

g4415996 

526 



27994 



II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-54 

99 

95 

(AF059290) 



beta-tubulin 4 [Eleusine indica] 



204839 

LIB3083-071-Q1-L1-G3 

BLASTX 

g2961377 

148 

2.0e-09 

62 

16 

(AL022141) putative receptor protein kinase [Arabidopsis 
thaliana] 



204840 

LIB3083-071-Q1-L1-G6 

BLASTX 

g3334405 

469 

3.0e-47 

95 

99 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE 
>gi_2267583 (AF009338) vacuolar HH — ATPase 
[Gossypium hirsutum] 



E SUBUNIT) 
subunit E 



204841 

LIB3083-071-Q1-L1-H1 

BLASTX 

g3327868 

188 

3.0e-14 

66 
59 

(AB012912) 
thaliana] 



COPl-Interacting Protein 7 (CIP7) [Arabidopsis 



Seq. No. 


204842 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


gl946300 


BLAST score 


313 


E value 


6.0e-29 


Match length 


89 


% identity 


67 


NCBI Description 


(Y12529) 


Seq. No. 


204843 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g3204134 


BLAST score 


512 


E value 


3.0e-52 


Match length 


114 


% identity 


80 



27995 



NCBI Description (AJ006771) beta-galactosidase [Cicer arietinum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204844 

LIB3083-071-Q1-L1-H7 

BLASTX 

g4558591 

471 

2.0e-47 

118 
71 

(AC006555) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



204845 

LIB3083-071-Q1-L1-H9 

BLASTN 

g2695738 

47 

2.0e-17 

122 

90 

Pisum sativum mitochondrial tRNA-Gly gene and flanking 
sequences 

204846 

LIB3083-072-Q1-L1-A1 

BLASTX 

g2760830 

187 

3.0e-14 

59 

56 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



204847 

LIB3083-072-Q1-L1-A10 

BLASTX 

g4415996 

262 

2.0e-23 

52 

94 

(AF059290) beta-tubulin 4 



[Eleusine indica] 



Seq. No. 
Seq. ID 



204848 

LIB3083-072-Q1-L1-A2 

BLASTX 

g4235430 

399 

3.0e-39 

94 

81 

(AF098458) latex-abundant protein [Hevea brasiliensis] 
204849 

LIB3083-072-Q1-L1-B12 



27996 




Method 


BLASTX 


NCBI GI 


g606942 


BLAST score 


390 


E value 


2.0e-46 


Match length 


104 


% identity 


96 


NCBI Description 


(U13760) unknown [Gossypium hirsutum] 


Seq. No. 


204850 


Seq. ID 


LIB3083-072-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


gl854386 


BLAST score 


350 


E value 


3.0e-33 


Match length 


106 


% identity 


63 


NCBI Description 


(AB001375) similar to soluble NSF attachment protein [Vi 




vinif era] 


Seq. No. 


204851 


Seq. ID 


LIB3083-072-Q1-L1-B5 


Method 


BLASTX 


NCBI GI 


g2244806 


BLAST score 


290 


E value 


3.0e-26 


Match length 


66 


% identity 


73 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


204852 


Seq. ID 


LIB3083-072-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g586076 


BLAST score 


537 


E value 


3.0e-55 


Match length 


107 


% identity 


93 


NCBI Description 


TUBULIN BETA-1 CHAIN >ai 486734 nir S35142 tubulin beta 




chain - white luoine >ai~40263 6 _ emb~~CAA4 9736 (X701841 B< 




tubulin 1 [Lupinus albus] 


Seq. No. 


204853 


Seq. ID 


LIB3083-072-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


g3819697 


BLAST score 


141 


E value 


6.0e-09 


Match length 


91 


% identity 


38 


NCBI Description 


(AJ009608) BnMAP4K alphal [Brassica napus] 


Seq. No. 


204854 


Seq. ID 


LIB3083-072-Q1-L1-C12 


Method 


BLASTN 


NCBI GI 


g999314 


BLAST score 


93 


E value 


4.0e-45 



27997 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



145 
95 

LTP=lipid transfer protein {clone GH3 } [Gossypium 
hirsutum=cotton, fiber, mRNA, 609 nt] 

204855 

LIB3083-072-Q1-L1-C2 

BLASTX 

g2731637 

224 

2.0e-18 

103 

43 

(U70667) Fas-ligand associated factor 1 [Homo sapiens] 
204856 

LIB3083-072-Q1-L1-C3 

BLASTX 

52435522 

167 

3.0e-12 

43 

79 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 

204857 

LIB3083-072-Q1-L1-C5 

BLASTX 

gll72977 

336 

7.0e-32 

74 

86 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

204858 

LIB3083-072-Q1-L1-C6 

BLASTX 

g4337175 

194 

6.0e-15 

81 
53 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gbJT20921, gb__AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

204859 

LIB3083-072-Q1-L1-D10 

BLASTX 

g4567262 

597 

6.0e-62 
126 



27998 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



89 

(AC006841) putative ubiquitin [Arabidopsis thaliana] 



204860 

LIB3083-072-Q1-L1- 

BLASTX 

g629806 



D4 



BLAST score 


578 


E value 


6.0e-60 


Match length 


120 


% identity 


90 


NCBI Description 


tubulin beta chain - rice >gi_493725_emb_CAA55912_ 




beta tubulin [Oryza sativa] 


Seq. No. 


204861 


Seq. ID 


LIB3083-072-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


g2702273 


BLAST score 


291 


E value 


9.0e-30 


Match length 


117 


% identity 


62 


NCBI Description 


(AC003033) carrot B2 protein-like [Arabidopsis thai 


Seq. No. 


204862 


Seq. ID 


LIB3083-072-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


al223579 


BLAST score 


179 


E value 


2.0e-13 


Match length 


87 


% identity 


42 


NCBI Description 


(X96481) cDNAlOl [Arabidopsis thaliana] 


Seq. No. 


204863 


Seq. ID 


LIB3083-072-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g3421090 


BLAST score 


202 


E value 


5.0e-16 


Match length 


45 


% identity 


91 


NCBI Description 


(AF043525) 20S proteasome subunit PAE2 [Arabidopsis 




thaliana] 


Seq. No. 


204864 



(X79367) 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-072-Q1-L1-G1 

BLASTX 

g2281115 

324 

2.0e-30 

73 

85 

(AC002330) 
thaliana] 



putative cullin-like 1 protein [Arabidopsis 



Seq. No. 



204865 



27999 



o 



Seq. ID 


LIB3083-072-Ql*-Ll-G2 


Method 


BLASTX 


NCBI GI 


g2414570 


BLAST score 


431 


E value 


1.0e-42 


Match length 


117 


% identity 


67 


NCBI Description 


(Z99173) cysteine proteinase precursor 


Seq. No. 


204866 


Seq. ID 


LIB3083-072-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g81816 


BLAST score 


258 


E value 


6.0e-23 


Match length 


58 


% identity 


81 


NCBI Description 


tubulin beta-1 chain - soybean 


Seq. No. 


204867 


Seq. ID 


LIB3083-072-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


gl709358 


BLAST score 


350 


E value 


3.0e-33 


Match length 


122 


% identity 


55 


NCBI Description 


NUCLEOS IDE-TRI PHOS PHAT ASE ( NUCLEOS I DE 



[Nicotiana tabacum] 



PHOSPHOHYDROLASE) (NTPASE) >gi_629638_pir S48859 

nucleoside triphosphatase - garden pea 

>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromatin- associated - garden pea 
>gi_563612_emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204868 

LIB3083-072-Q1-L1-H11 

BLASTN 

gll43223 

110 

5.0e-55 

200 

90 

Gossypium barbadense FbLate-2 



gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204869 

LIB3083-072-Q1-L1-H7 

BLASTN 

gll43223 

72 

1.0e-32 

197 

25 

Gossypium barbadense FbLate-2 gene, complete cds 



Seq. No. 



204870 



28000 



Seq. ID 


LIB3083-073-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g!706958 


BLAST score 


353 


E value 


7.0e-34 


Match length 


85 


% identity 


81 


NCBI Description 


(U58284) cellulose synthase [Gossypium 


Seq. No. 


204871 


Seq. ID 


LIB3083-073-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


450 


E value 


3.0e-45 


Match length 


85 


% identity 


98 


NCBI Description 


(U58283) cellulose synthase [Gossypium 


Seq. No. 


204872 


Seq. ID 


LIB3083-073-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


gll29145 


BLAST score 


238 


E value 


2.0e-20 


Match length 


81 


%. identitv 


62 


NCBI Description 


(X75329) acetyl-CoA C-acyltransf erase 


Seq. No. 


204873 


Seq. ID 


LIB3083-073-Q1-L1-A4 


Method 


BLASTX 


NCBI GI 


g322598 


BLAST score 


248 


E value 


1.0e-21 


Match length 


76 


% identity 


66 


NCBI Description 


Stl2p protein - Arabidopsis thaliana 


Seq. No. 


204874 


Seq. ID 


LIB3083-073-Q1-L1-B12 


Method 


BLASTX 


NCBI GI 


g3859116 


BLAST score 


246 


E value 


3.0e-21 


Match length 


77 


% identity 


60 


NCBI Description 


(AF031609) unknown [Oryza sativa] 


Seq. No. 


204875 


Seq. ID 


LIB3083-073-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g3983665 


BLAST score 


318 


E value 


9.0e-30 


Match length 


85 


% identity 


72 



28001 



NCBI Description (AB011271) import in-bet a2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204876 

LIB3083-073-Q1-L1-B6 

BLASTX 

g464849 

453 

1.0e-45 

85 
98 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204877 

LIB3083-073-Q1-L1-B9 

BLASTX 

g2392771 

339 

3.0e-32 

85 

76 

(AC002534) putative kinesin-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204878 

LIB3083-073-Q1-L1-C10 

BLASTX 

g3421090 

318 

9.0e-30 
68 
91 

(AF043525) 
thaliana] 



20S proteasome subunit PAE2 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

.NCBI Description 



204879 

LIB3083-073-Q1-L1-C3 

BLASTX 

gl335862 

404 

7.0e-40 

85 

95 

(U42608) clathrin heavy chain [Glycine max] 
204880 

LIB3083-073-Q1-L1-C5 

BLASTX 

g3355471 

258 

1.0e-22 

63 

68 

(AC004218) putative lysophospholipase [Arabidopsis 
thaliana] 



28002 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204881 

LIB3083-073-Q1-L1-C6 

BLASTX 

gl076685 

217 

6.0e-18 

72 
32 

SPF1 protein - sweet potato >gi_484261_dbj__BAA06278_ 
(D30038) SPF1 protein [Ipomoea batatas] 

204882 

LIB3083-073-Q1-L1-C7 

BLASTX 

g3395425 

184 

4.0e-14 

61 

31 

(AC004683) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204883 

LIB3083-073-Q1-L1-D11 

BLASTX 

g267069 

385 

1.0e-37 

70 

100 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_l 66914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



204884 

LIB3083-073-Q1-L1-D12 

BLASTX 

g2342719 

258 

9.0e-23 

68 

72 

(AC002341) SF16 protein isolog [Arabidopsis thaliana] 
204885 

LIB3083-073-Q1-L1-D2 

BLASTX 

g3097321 

166 

6.0e-12 

85 

42 

(AB013289) Bd 30K [Glycine max] 
204886 

LIB3083-073-Q1-L1-D6 



28003 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3202040 

274 

1.0e-24 

85 

59 

(AF069323) 



permease 1 [Mesembryanthemum crystallinum] 



204887 

LIB3083-073-Q1-L1-D7 

BLASTX 

g4467111 

322 

3.0e-30 

84 

70 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204888 

LIB3083-073-Q1-L1-E1 

BLASTX 

g730512 

419 

1.0e-41 

85 

RAS-RELATED PROTEIN RIC2 >gi_481506_pir_S38741 GTP-bmdmg 
protein ric2 - rice >gi_218228_dbj_BAA02904_ (D13758) 
ras-related GTP binding protein [Oryza sativa] 



Seq. No. 204889 

Seq. ID LIB3083-073-Q1-L1-E10 

Method BLASTX 

NCBI GI g!619602 

BLAST score 256 

E value 2.0e-22 

Match length 73 

% identity 70 

NCBI Description (Y08726) MtN3 [Medicago truncatula] 

Seq. No. 204890 

Seq. ID LIB3083-073-Q1-L1-E2 

Method BLASTX 

NCBI GI g3789799 

BLAST score 149 

E value 5.0e-10 

Match length 75 

% identity 10 . 

NCBI Description (AF060219) RCCl-like G exchanging factor RLG [Homo sapiens] 

>gi_4557445_ref_NP_001259.1_pCHClL_ RCCl-like G exchanging 

factor RLG 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



204891 

LIB3083-073-Q1-L1-E3 

BLASTX 

g417154 

314 



28004 



E value 3.0e-29 

Match length 63 

% identity 98 

NCBI Description HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77 978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

Seq. No. 204892 

Seq. ID LIB3083-073-Q1-L1-F1 

Method BLASTX 

NCBI GI g2827143 

BLAST score 192 

E value 5-0e-15 

Match length 44 

% identity 80 

NCBI Description (AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

Seq. No. 204893 

Seq. ID LIB3083-073-Q1-L1-F10 

Method BLASTX 

NCBI GI g3850816 

BLAST score 392 

E value 2.0e-38 

Match length 78 

% identity 87 

NCBI Description (Y18348) U2 snRNP auxiliary factor, small subunit [Oryza 
sativa] 

Seq. No. 204894 

Seq. ID LIB3083-073-Q1-L1-F11 

Method BLASTX 

NCBI GI g2347207 

BLAST score 255 

E value 2.0e-22 

Match length 84 

% identity 60 

NCBI Description (AC002338) APG protein isolog [Arabidopsis thaliana] 
>gi_3150400 (AC004165) putative APG-like protein 
[Arabidopsis thaliana] 

Seq. No. 204895 

Seq. ID LIB3083-073-Q1-L1-F12 

Method BLASTX 

NCBI GI g3650032 

BLAST score 248 

E value 1.0e-21 

Match length 57 

% identity 65 

NCBI Description (AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

Seq. No. 204896 

Seq. ID LIB3083-073-Q1-L1-F2 , 

Method BLASTX 

NCBI GI g3334405 




28005 



© 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



362 

3.0e-35 

76 

99 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
>gi_2267583 (AF009338) vacuolar H+~ATPase subunit E 
[Gossypium hirsutum] 

204897 

LIB3083-073-Q1-L1-F3 

BLASTX' 

g549010 

383 

2.0e-37 

84 

87 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERF1) 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUP1 HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUP1 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb_CAA49172_ (X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP45) [Arabidopsis 
thaliana] >gi_1402882_emb_CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_14 95249_emb_CAA66118_ (X97486) eRFl-3 
[Arabidopsis thaliana] 

204898 

LIB3083-073-Q1-L1-F4 

BLASTX 

g4210504 

240 

1.0e-20 

72 
68 

(AC002392) putative cadmium-transporting ATPase 
[Arabidopsis thaliana] 

204899 

LIB3083-073-Q1-L1-F5 

BLASTX 

g464849 

416 

3.0e-41 

85 

99 

TUBULIN ALPHA CHAIN >gi_486847__pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

204900 

LIB3083-073-Q1-L1-F7 

BLASTX 

g267069 

301 

9.0e-28 
54 



28006 



% identity 98 

NCBI Description TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183__pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi__l 66 91 4 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 


204901 


Seq. ID 


LIB3083-073-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g2109293 


BLAST score 


278 


E value 


4.0e-25 


Match length 


59 


% identity 


86 


NCBI Description 


(U97568) serine/threonine protein kinase [Arabidopsis 




thaliana] 


Seq, No. 


204902 


Seq, ID 


LIB3083-073-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g4210948 


BLAST score 


235 


E value 


5.0e-20 


Match length 


84 


% identity 


63 


NCBI Description 


(AF085275) DnaJ protein [Hevea brasiliensis] 


Seq. No. 


204903 


Seq. ID 


LIB3083-073-Q1-L1-G4 


Method 


BLASTX 


NCBI GI 


g3893822 


BLAST score 


420 


E value 


1.0e-41 


Match length 


85 


% identity 


99 


NCBI Description 


(U96498) ATPase beta subunit [Nicotiana sylvestris] 


Seq. No. 


204904 


Seq. ID 


LIB3083-073-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


g3413706 


BLAST score 


341 


E value 


2.0e-32 


Match length 


85 


% identity 


65 


NCBI Description 


(AC004747) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


204905 


Seq. ID 


LIB3083-073-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


g2827699 


BLAST score 


282 


E value 


1.0e-25 


Match length 


83 


% identity 


64 


NCBI Description 


(AL021684) predicted protein [Arabidopsis thaliana] 



28007 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204906 

LIB3083-073-Q1-L1-H1 

BLASTN 

g58066 

37 

2.0e-ll 

200 
84 

pBluescript SK(-) vector 
ZAP 



DNA, phagemid excised from lambda 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



204907 

LIB3083-073-Q1-L1-H12 

BLASTX 

gl729980 

219 

4.0e-18 

49 

76 

THAUMATIN-LIKE PROTEIN PRECURSOR >gi_2129751_pir S71175 

thauma tin-like protein - Arabidopsis thaliana >gi_536825 
(L34693) thaumatin-like protein [Arabidopsis thaliana] 

>gi_1094863_prf 2106421A thaumatin-like protein 

[Arabidopsis thaliana] 

204908 

LIB3083-073-Q1-L1-H3 

BLASTX 

gl732511 

280 

3.0e-25 

59 

90 

(U62742) Ran binding protein 1 homolog [Arabidopsis 
thaliana] 

204909 

LIB3083-073-Q1-L1-H7 

BLASTX 

g3513727 

332 

2.0e-31 

82 

55 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

204910 

LIB3083-073-Q1-L1-H8 

BLASTX 

g2865523 

165 

8.0e-12 

52 



28008 



% identity 


33 


NCBI Description 


(AfcU44bo4) cola regulated LTCORlo [Lavatera tnurmgiaca. 


Seq. No. 


204911 


Seq. ID 


LIBoUoj-U / j-yi-Li-Hy 


Method 


BLASTX 


NCBI GI 


g3694872 


BLAST score 


296 


E value 


3 . Oe-27 


Match length 


62 


% identity 


85 


NCBI Description 


(AF092547) profilin [Ricinus communis] 


Seq. No. 


204912 


Seq. ID 


LIB3083-074-Q1-L1-A2 


Method 


t~)T 7\ c mv 

BLASTX 


NCBI GI 


g2289012 


BLAST score 


155 


E value 


2 . 0e-10 


Match length 


55 


% identity 


51 


NCBI Description 


(ACU0233o) hypothetical protein [Arabidopsis tnalianaj 


Seq. No. 


204913 


Seq. ID 


LIB3083-074-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


g4210948 


BLAST score 


552 


E value 


7.0e-57 


Match length 


131 


% identity 


85 


NCBI Description 


(AF085275) DnaJ protein [Hevea forasiliensis] 


Seq. No. 


204914 


Seq. ID 


LIB3083-074-Ql-Ll^A4 


Method 


BLASTX 


NCBI GI 


g2244772 


BLAST score 


520 


E value 


4 . Oe-53 


Match length 


130 


% identity 


75 


NCBI Description 


(Z97335) transport protein [Arabidopsis thaliana] 


Seq. No. 


204915 


Seq. ID 


LIB3083-074-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


gl00439 


BLAST score 


300 


E value 


2.0e-27 


Match length 


69 


% identity 


87 


NCBI Description 


heat shock protein 70 (clone DK) - potato (fragment) 




>gi_21481_emb_CAA78034_ (Z11982) 70-kD heat shock prote: 




[Solanum tuberosum] 


Seq. No. 


204916 


Seq. ID 


LIB3083-074-Q1-L1-A8 



28009 



Method 


TUT 7\ C 1 rflV 


NL-bl bl 


rtA OC\ £7 

g4 zu o / oo 


BLAST score 


232 


E value 


2.0e-19 


Matcn lengtn 


yu 


% identity 


C A 


NCBI Description 


(AF104329) putative type 1 membrane protein [Arabidopsis 




unaiiana j 


Seq. No. 


204 91/ 


oec[. iu 


T TTJ^flfl /l — ri1 — T 1 -Rl 
LIdjUoj U / H hi i5L 






NCBI GI 


glot>lzub 


BLAST score 


c c c 

boo 


E value 


z . ue-j / 


Matcn lengtn 


TOO 


% identity 


ol 


NCBI Description 


TK/yNo-ClNNAi*lAlh 4-MUNOUXY(jhNAbJi (ClNJNAJXllO Av_lU 




4 -HYDROXYLASE) (CA4H) (P4b0C4H) (CYTOCHROME P4oU /o) 




>gi 629663j?ir S44169 trans-cinnamate 4 -mono oxygenase {EC 




1.14.13.11) cytochrome P450 73 - Madagascar periwinkle 




>gi zizyyzz pir booiU4 trans~cinnauiaie 4— monooxygenase ^jcj^ 




1.14.13.11) - Madagascar periwinkle 




>gi 473229_emb_CAA83552__ (Z 32 5 63) cmnamate 4 -hydroxylase 




(OYP/o) [Catnarantnus roseusj 


Seq. No. 


204918 


Seq. ID 


LIB3083-074-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g3702331 


BLAST score 


386 


E value 


^ . Ue-o / 


Match lengtn 


121 


% identity 


70 


nud! Description 


\Auuuojy/j nyporneLicai protein L^- r «^- LC - LO Psis unananaj 


Seq. No. 


204 919 


beq. ID 


LIJdJUoo— U / 4-yi-Jjl-bO 


Method 


BLASTX 


NCBI GI 


g3482967 


BLAST score 


zyu 


E value 


3.0e-26 


Match length 


59 


% identity 


92 


NCBI Description 


(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 




thaliana] >gi_4559345_gb_AAD23006. 1_AC006585_1 (AC0U6585; 




protein phosphatase 2C [Arabidopsis thaliana] 


Seq. No. 


204920 


Seq. ID 


LIBJ0oo-U74-Ql-Ll-C2 


Method 




NPRT (IT 


g417154 


BLAST score 


513 


E value 


2.0e-52 


Match length 


98 


% identity 


98 


NCBI Description 


HEAT SHOCK PROTEIN 82 >gi 100685 pir S25541 heat shock 



28010 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

204921 

LIB3083-074-Q1-L1-C3 

BLASTX 

g629791 

575 

1.0e-59 

114 
96 

tubulin beta chain - rice >gi_4 60991_emb_CAA55022_ (X78143) 
beta tubulin [Oryza sativa] 

204922 

LIB3083-074-Q1-L1-C6 

BLASTX 

g4262241 

332 

4.0e-31 

121 

61 

(AC006200) unknown protein [Arabidopsis thaliana] 
204923 

LIB3083-074-Q1-L1-D1 

BLASTX 

g3252868 

265 

3.0e-23 

128 

45 

(AF033536) putative zinc transporter [Arabidopsis thaliana] 
204924 

LIB3083-074-Q1-L1-D3 

BLASTX 

g3608133 

148 

2.0e-09 

102 

37 

(AC005314) hypothetical protein [Arabidopsis thalxana] 
204925 

LIB3083-074-Q1-L1-D4 

BLASTX 

g4454464 

382 

6.0e-37 

110 

60 

(AC006234) unknown protein [Arabidopsis thaliana] 
204926 

LIB3083-074-Q1-L1-D5 



28011 



Method BLASTX 

NCBI GI g3269288 

BLAST score 480 

E value 2.0e-48 

Match length 116 

% identity 81 

NCBI Description (AL030978) putative protein [Arabidopsis thalianaj 

Seq. No. 204927 

Seq. ID LIB3083-074-Q1-L1-D7 

Method BLASTX 

NCBI GI g!743277 

BLAST score 587 

E value 5.0e-61 

Match length 124 

% identity 90 

NCBI Description (Y09741) beta-tubulin 1 [Hordeum vulgare] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204928 

LIB3083-074-Q1-L1-D8 

BLASTX 

g4204300 

191 

1.0e-14 

77 
57 

(AC003027) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204929 

LIB3083-074-Q1-L1-E1 

BLASTN 

g606941 

291 

1.0e-163 

303 

99 

Gossypium hirsutum C312 clone Fb-B6 unidentified fiber 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204930 

LIB3083-074-Q1-L1-E5 

BLASTX 

g3192881 

569 

7.0e-59 

124 

83 

(AF068834) starch synthase [Ipomoea batatas] 



Seq. No. 204931 

Seq. ID LIB3083-074-Q1-L1-E6 

Method BLASTX 

NCBI GI g4415994 

BLAST score 370 

E value 1.0e-35 

Match length 74 

% identity 93 



28012 



NCBI Description (AF059289) beta-tubulin 3 [Eleusine indica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204932 

LIB3083-074-Q1-L1-E8 

BLASTX 

g3367568 

382 

6.0e-37 

86 

85 

(AL031135) protein kinase - like protein [Arabidopsxs 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204933 

LIB3083-074-Q1-L1-F1 

BLASTX 

g!769528 

238 

3.0e-20 

46 

98 

(U75868) beta-tubulin [Heliothis virescens] 
204934 

LIB3083-074-Q1-L1-F10 

BLASTX 

g232031 

266 

3.0e-23 

85 
60 

ELONGATION FACTOR 1 BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta 1 chain - rice 
>gi_218161_dbj__BAA02253_ (D12821) elongation factor 1 beta 1 
[Oryza sativa] 



Seq. No. 


204935 


Seq. ID 


LIB3083-074-Q1-L1- 


Method 


BLASTX 


NCBI GI 


g4098129 


BLAST score 


241 


E value 


1.0e-20 


Match length 


83 


% identity 


59 


NCBI Description 


(U73588) sucrose 


Seq. No. 


204936 


Seq. ID 


LIB3083-074-Q1-L1 


Method 


BLASTX 


NCBI GI 


g2827082 


BLAST score 


440 


E value 


7.0e-44 


Match length 


102 


% identity 


78 


NCBI Description 


(AF020272) malate 


Seq. No. 


204937 



[Medicago sativa] 



28013 



Seq. ID LIB3083-074-Q1-L1-F5 

Method BLASTX 

NCBI GI g4417283 

BLAST score 187 

E value 4.0e-14 

Match length 83 

% identity 45 

NCBI Description (AC007019) putative cytochrome p450 [Arabidopsis thaliana] 

Seq. No. 204938 

Seq. ID LIB3083-074-Q1-L1-F6 

Method BLASTX 

NCBI GI gl729980 

BLAST score 364 

E value 7.0e-35 

Match length 87 

% identity 70 

NCBI Description THAUMATIN-LIKE PROTEIN PRECURSOR >gi_2129751_pi.r S71175 

thaumatin-like protein - Arabidopsis thaliana >gi_536825 
(L34693) thaumatin-like protein [Arabidopsis thaliana] 

>gi_1094863_prf 2106421A thaumatin-like protein 

[Arabidopsis thaliana] 

204939 

LIB3083-074-Q1-L1-F8 
BLASTX 
g4512659 
267 

2.0e-23 

120 
49 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

204940 

LIB3083-074-Q1-L1-G1 
BLASTX 
g2498490 
222 

1.0e-18 

80 
54 

VIRAL INTEGRATION SITE PROTEIN INT-6 >gi_1854579 (L35556) 
Int-6 [Mus musculus] >gi_2114363 (U62962) similar to mouse 
Int-6 [Homo sapiens] >gi_2351382 (U54562) eIF3-p48 [Homo 
sapiens] >gi_2688818 (U85947) Int-6 [Homo sapiens] 
>gi_2695701 (U94175) mammary tumor-associated protein INT6 
[Homo sapiens] >gi_4503521_ref JJP_001559 . l_pEIF3S6_ murine 
mammary tumor integration site 6 (oncogene homolog) 

204941 

LIB3083-074-Q1-L1-G10 
BLASTX 
g3287696 
174 

1.0e-12 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



28014 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€> 

46 
76 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 

[Arabidopsis thaliana] 

204942 

LIB3083-074-Q1-L1-G4 

BLASTX 

g2244810 

287 

2.0e-26 
65 
88 

(Z97336) 
A(CBF-A) 



CCAAT-binding transcription factor subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204943 

LIB3083-074-Q1-L1-G7 

BLASTX 

g4512667 

349 

2.0e-33 

85 

73 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
204944 

LIB3083-074-Q1-L1-H2 

BLASTX 

g!20668 

332 

4.0e-31 

67 
93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_82399_pir A24159 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



204945 

LIB3083-074-Q1-L1-H6 

BLASTX 

g3334113 

341 

3.0e-32 

89 

75 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

204946 

LIB3083-07 6-Q1-L1-A11 



28015 



y 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2245087 

226 

6.0e-19 

84 

54 

(Z97343) hypothetical protein [Arabidopsis thaliana] 



204947 

LIB3083-076-Q1-L1-A2 

BLASTX 

gl362117 

139 

8.0e-09 

29 

100 

ribosomal protein S5 homolog 



common tobacco (fragment) 



204948 

LIB3083-076-Q1-L1-A3 

BLASTX 

g4101564 

189 

1.0e-14 

88 

47 

(AF004556) IFA-binding protein [Arabidopsis thaliana] 
204949 

LIB3083-076-Q1-L1-B1 

BLASTX 

gl35452 

376 

1.0e-36 

79 

89 

TUBULIN BETA-1 CHAIN >gi_170060 (M21296) S-beta-1 tubulin 
[Glycine max] 

204950 

LIB3083-076-Q1-L1-B11 

BLASTX 

g3290020 

305 

3.0e-28 

67 

90 

(AF044172) cysteine synthase; CS-A; O-acetylserine (thiol) 
lyase; cytosolic isoform [Solanum tuberosum] 

204951 

LIB3083-076-Q1-L1-B2 

BLASTX 

gl703375 

221 

2.0e-18 
46 



28016 



% identity 100 

NCBI Description ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204952 

LIB3083-076-Q1-L1-B4 

BLASTX 

g2130073 

291 

1.0e-26 

63 
90 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-l 7 
cytosolic - rice >gi_786178__dbj_BAA08845_ (D50307) aldolase 
C-l [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204953 

LIB3083-076-Q1-L1-B6 

BLASTX 

g461735 

348 

2.0e-33 

77 

86 

MITOCHONDRIAL CHAPERONIN HSP60-1 PRECURSOR 

>gi_478785_pir S29315 chaperonin 60 - cucurbit 

>gi_12544_emb_CAA50217_ (X70867) chaperonin 60 [Cucurbita 
sp. ] 



Seq. No. 


204954 


Seq. ID 


LIB3083-076-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


g!839188 


BLAST score 


232 


E value 


1.0e-19 


Match length 


83 


% identity 


55 


NCBI Description 


(U86081) root hair defective 


Seq. No. 


204955 


Seq. ID 


LIB3083-076-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g398849 


BLAST score 


268 


E value 


5.0e-24 


Match length 


52 


% identity 


90 


NCBI Description 


(X74656) beta-5 tubulin [Zea 


Seq. No. 


204956 


Seq. ID 


LIB3083-076-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g2119045 


BLAST score 


344 


E value 


9.0e-33 


Match length 


85 



3 [Arabidopsis thaliana] 



28017 




% identity 78 

NCBI Description small nuclear ribonucleoprotein U1A - potato 

>gi_1050840_emb_CAA90282_ (Z49990) UlsnRNP-specif ic 
protein, U1A [Solanum tuberosum] 



Seq. No* 


204957 


Seq. ID 


LIB3083-076-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


g3928099 


BLAST score 


210 


R value 


5.0e-17 


Match length 


90 


% identity 


31 


NCBI Description 


(AC005770) unknown protein [Arabidopsis thaliana] 


Seq. No. 


204958 


Sea. ID 


LIB3083-076-Q1-L1-C7 


Mp+" hod 


BLASTX 


NCBI GI 


g3820648 


BLAST srorp 

XJ XJXi.i_/ X O w .X w 


145 


T* 1 iTal no 
Zj v aJ. UC 


3 Oe-09 


Match lencrth 


76 


-j Hpnf" i 1~ v 

O L. -L ^-Jf 


46 


NCBI Description 


(Y12636) allene oxide synthase [Arabidopsis thaliana] 


O C *J . Liv • 


204959 


q^rr jn 

ocy • 1U 


LIB3083-076-O1-L1-D1 


Mp+" hr^H 


BLASTX 


NCBT GI 


a3820648 


"RT.A9T <?pnT"P 

J-)XJXl.O X o v^wx c> 


300 


X-i Val L1C 


1 . 0e-27 


Match length 


86 


% identitv 


67 


NCBI Description 


(Y12636) allene oxide synthase [Arabidopsis thaliana] 


Sea. No. 


204960 


Spa ID 


LIB3083-076-G1-L1-D10 


Mp1~binri 


BLASTX 


NCBI GI 


g4325369 


BLAST qrore 


467 


FI 1 IIP 
Xj V d-L Li C 


4 . Oe-47 


Match lenath 


90 


% i dpnt i t v 


90 


NCBI Description 


(AF128396) T3H13.3 gene product [Arabidopsis thaliana 


Sp<t No 


204961 


Seq. ID 


LIB3083-076-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g2618688 


BLAST score 


384 


E value 


2.0e-37 


Match length 


91 


% identity 


77 


NCBI Description 


(AC002510) putative esterase D [Arabidopsis thaliana] 


Seq. No. 


204962 


Seq. ID 


LIB3083-076-Q1-L1-D2 



28018 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3860247 

185 

3.0e-17 

51 

78 

(AC005824) unknown protein [Arabidopsis thaliana] 
204963 

LIB3083-076-Q1-L1-D3 

BLASTX 

gl352347 

161 

2.0e-ll 

62 

53 

ELONGATION FACTOR 1-BETA Al (EF-1-BETA) 

>gi_480620_pir S37103 translation elongation factor eEF-1 

beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi_398608_emb_CAA52751_ (X74733) elongation factor-1 beta 
Al [Arabidopsis thaliana] 

204964 

LIB3083-076-Q1-L1-D4 

BLASTX 

g2980767 

150 

5.0e-10 

77 

48 

(AL022198) putative protein [Arabidopsis thaliana] 
204965 

LIB3083-076-Q1-L1-D5 

BLASTX 

g3355468 

291 

1.0e-26 
80 
79 

(AC004218) 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



204966 

LIB3083-076-Q1-L1-D9 

BLASTX 

gl703386 

188 

2.0e-14 

86 

47 

ACETYLORNITHINE DEACETYLASE (ACETYLORNITHINASE ) (AO) 
(N-ACETYLORNITHINASE) (NAO) >gi_763048 (U23957) 
N-acetylornithine deacetylase [Dictyostelium discoideum] 

204967 

LIB3083-076-Q1-L1-E1 



28019 



Method BLASTX 

NCBI GI g3695059 

BLAST score 323 

E value 3.0e-30 

Match length 86 

% identity 78 

NCBI Description (AF064787) rac GTPase activating protein 1 [Lotus 
japonicus] 

Seq. No. 204968 

Seq. ID LIB3083-076-Q1-L1-E10 

Method BLASTX 

NCBI GI g4490705 

BLAST score 398 

E value 4.0e-39 

Match length 91 

% identity 88 

NCBI Description (AL035680) ribosomal protein L14-like protein [Arabidopsis 
thaliana] 

Seq. No. 204969 

Seq. ID LIB3083-076-Q1-L1-E2 

Method BLASTX 

NCBI GI gl223922 

BLAST score 324 

E value 2.0e-30 

Match length 74 

% identity 82 

NCBI Description (U49445) Vigna radiata vicilin peptidohydrolase [Vigna 
radiata] 

Seq. No. 204970 

Seq. ID LIB3083-076-Q1-L1-E7 

Method BLASTX 

NCBI GI g729505 

BLAST score 265 

E value 9.0e-24 

Match length 72 

% identity 71 

NCBI Description NARINGENIN, 2-OXOGLUTARATE 3 - DIOXYGENASE 

( FLAVONONE - 3 - H YDROX YLAS E ) { FHT ) >gi_3 2268 0_pir S 31458 

naringenin 3-dioxygenase (EC 1.14.11.9) - apple tree 
>gi_19603_emb_CAA49353_ (X69664) naringenin, 2-oxoglutarate 
3-dioxygenase [Malus sp.] 



Seq. No. 204971 

Seq. ID LIB3083-076-Q1-L1-E8 

Method BLASTX 

NCBI GI g464775 

BLAST score 344 

E value 8.0e-33 

Match length 73 

% identity 89 

NCBI Description SUPEROXIDE DISMUTASE 
superoxide dismutase 
superoxide dismutase 



PRECURSOR (MN) >gi_542013_pir S394 92 

- Para rubber tree >gi_348137 (L11707) 
(manganese) [Hevea brasiliensis] 



28020 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204972 

LIB3083-076-Q1-L1-E9 

BLASTX 

g2492953 

215 

1.0e-17 

76 

58 

CHORISMATE SYNTHASE 2 PRECURSOR 

( 5 - ENOLP YRU VYLS H I KIMATE- 3 - PHOS PHAT E PHOSPHOLYASE 2) 

>gi_542027_pir S40409 chorismate synthase {EC 4.6.1, 

precursor - tomato >gi_410484_emb_CAA7 9854_ (Z21791) 
chorismate synthase 2 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204973 

LIB3083-07 6-Q1-L1-F1 

BLASTX 

gl729980 

150 

6.0e-10 

37 
68 

THAUMATIN-LIKE PROTEIN PRECURSOR >gi_2129751_pir S71175 

thaumatin-like protein - Arabidopsis thaliana >gi_536825 
(L34693) thaumatin-like protein [Arabidopsis thaliana] 

>gi_1094863_prf 2106421A thaumatin-like protein 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204974 

LIB3083-076-Q1-L1-F5 

BLASTX 

g3176098 

292 

1.0e-26 

85 

65 

(Y15036) annexin [Medicago truncatula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204975 

LIB3083-076-Q1-L1-F6 

BLASTX 

g4218011 

407 

4.0e-40 

88 
88 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



204976 

LIB3083-076-Q1-L1-F8 

BLASTX 

g!408471 

390 

4.0e-38 
89 



28021 



% identity 

NCBI Description 



79 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 


204977 


Seq. ID 


LIB3083-076-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g3377843 


BLAST score 


241 


E value 


4.0e-22 


Match length 


83 


% identity 


71 


NCBI Description 


(AF076274) contains similarity to rat 




(GB:AB002086) [Arabidopsis thaliana] 


Seq. No. 


204978 


Sea ID 


LIB3083-076-Q1-L1-G1 


Mpthinri 


BLASTX 


NCBI GI 


g3738334 




147 


J_j v CLJ- U.O 


6.0e-10 


Match length 


67 


S; -5 Hpnl" it v 

o -i- j. a -i~ y 


46 




(AC005170) unknown protein [Arabidops 


Seq. No. 


204979 


•J U . -L lJ 


LIB3083-07 6-Q1-L1-G10 


MiafhnH 


BLASTX 


NPRT HT 

uvDl OX 


a2832649 


BLAST score 


367 




2. 0e-35 


ucl u^ii icn 1 ^ uii 


87 


% identity 


78 


NCBI Description 


(AL021710) adenylosuccinate lyase - 1 




[Arabidopsis thalianal 


Seq. No. 


204980 


Seq. ID 


LIB3083-076-Q1-L1-G12 


Method 


BLASTX 


NCBI GI 


gl36636 


BLAST score 


202 


E value 


4.0e-16 


Match length 


38 



- like protein 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 



100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424__pir S43781 ubiquit in-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6. 3 . 2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

204981 

LIB3083-076-Q1-L1-G2 



28022 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3915031 

489 

9.0e-50 

89 

100 

ACYL- [ AC YL -CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217 628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 



C w . l^V/ • 


204982 


Seq. ID 


LIB3083-07 6-Q1-L1-G5 


Mot* Vi/^/S 


RT.ASTX 


NCBI GI 


g4539383 


BLAST score 


282 


P va 1 np 

C i V CL J_ Li C 


1 Oe-25 


Ma i~ r , Vi 1 or - ) n"t~ Vi 


79 


^ lUuULi. L.y 






f AT,03 c i ^2 61 nutative nrotein (f] 




fha 1 1 anal 

L-ilG-L-LGlldJ 




204983 




LTR3083-07 6-O1-L1-G6 


Method 


BLASTX 


NCBI GI 


g3204134 


IDT 7V CP ennro 




E value 




\A ~\ 4— ^-i V» 1 i—r4- V"* 

riaucn. ienytn 


o o 




72 


lNOi-5± Ucscriptioii 




O V-^ « l?i\J . 


204984 


Seq. ID 


LIB3083-076-O1-L1-H10 


Method 


BLASTX 


NCBI GI 


g485742 


Curio ± aCUIc 


*± L> _? 


Hi V cl_L Lie 




IXLaXCIl -LdlyCXl 


o ^ 




98 


jnujdj. uescripi-ion 




Seq. No. 


204985 


Seq. ID 


LIB3083-076-Q1-L1-H11 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


265 


E value 


1.0e-147 


Match length 


277 


% identity 


34 


NCBI Description 


Gossypium barbadense FbLate-2 < 


Seq. No. 


204986 


Seq. ID 


LIB3083-076-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


gl345933 


BLAST score 


398 



[Arabidopsis 



28023 



® 

E value 4.0e-39 

Match length 7 9 

% identity 94 

NCBI Description CITRATE SYNTHASE, GLYOXYSOMAL PRECURSOR (GCS) 

>gi_1084323_pir S53007 citrate synthase - cucurbit 

>gi_975633_dbj_BAA07328_ (D38132) glyoxysomal citrate 
synthase [Cucurbita sp-] 




Seq. No. 204987 

Seq. ID LIB3083-076-Q1-L1-H2 

Method ' BLASTN 

NCBI GI g525331 

BLAST score 38 

E value 4.0e-12 

Match length 57 

% identity 91 

NCBI Description Pisum sativum Alaska alpha-tubulin (TubAl) gene, complete 
cds 



Con Mn 

oeq. wu • 


204988 


t>eq. iu 


T.TR^O 83-07 6-01-L1-H4 


Method 


DlinO J. A. 




gl706958 


BLAST score 


370 


E value 


6.0e-36 


Match length 


71 


% identity 


96 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


204989 


Seq. ID 


LIB3083-076-Q1-L1-H6 


Method 


BLASTN 


NCBI GI 


g4159706 


BLAST score 


38 


E value 


4.0e-12 


Match length 


74 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, 


MGL6, complete sequence [Arabidopsis thaliana] 


Seq. No. 


204990 


Seq. ID 


LIB3083-077-Q1-L1-A10 


Method 


BLASTX 


NCBI GI 


g3281853 


BLAST score 


437 


E value 


1.0e-43 


Match length 


88 



% identity 98 

NCBI Description (AL031004) putative protein [Arabidopsis thaliana] 



Seq. No. 204991 

Seq. ID LIB3083-077-Q1-L1-A12 

Method BLASTX 

NCBI GI g4539545 

BLAST score 425 

E value 3.0e-42 

Match length 85 



28024 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(Y16644) 



PRCI [Nicotiana tabacum] 



204992 

LIB3083-077-Q1-L1-A2 

BLASTX 

g730165 

208 

2.0e-16 

80 

54 

EARLY NODULIN 93 (N-93) >gi_48667 9_pir S34801 nodulin 

(clone GmN93) - soybean >gi_2182 62_dbj_BAA02724_ (D13506) 
early nodulin [Glycine max] >gi_37 63851_dbj_BAA33816__ 
(AB018378) early nodulin [Glycine max] 





>gi_4 47138_prf 1913422D nodulin [Glycine max] 


Seq. No. 


204993 


Seq. ID 


LIB3083-077-Q1-L1-A5 


Method 


BLASTX 


NCBI GI 


g3335359 


BLAST score 


557 


E value 


2.0e-57 


Match length 


127 


% identity 


80 


NCBI Description 


(AC003028) unknown protein [Arabidopsis thaliana] 


Seq. No. 


204994 


Seq. ID 


LIB3083-077-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


g!752734 


BLAST score 


329 


E value 


1.0e-30 


Match length 


88 


% identity 


72 


NCBI Description 


(D78510) beta-glucan-elicitor receptor [Glycine max 


Seq. No. 


204995 


Seq. ID 


LIB3083-077-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g4490300 


BLAST score 


479 


E value 


3.0e-48 


Match length 


130 


% identity 


71 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No. 


204996 


Seq. ID 


LIB3083-077-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g4490300 


BLAST score 


251 


E value 


1.0e-21 


Match length 


116 


% identity 


51 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 



28025 




Seq. No. 204997 

Seq. ID LIB3083-077-Q1-L1-B8 

Method BLASTX 

NCBI GI g3834321 

BLAST score 520 

E value 4.0e-53 

Match length 111 

% identity 91 . t 

NCBI Description (AC005679) Strong similarity to F13P17 . 9 gi_3337356 
transport protein SEC61 alpha subunit homolog from 
Arabidopsis thaliana BAC gb_AC004481. [Arabidopsis 
thaliana] 



Seq. No. 204998 

Seq. ID LIB3083-077-Q1-L1-C2 

Method BLASTX 

NCBI GI g3641837 

BLAST score 4 98 

E value 2.0e-50 

Match length 128 

% identity 77 

NCBI Description (AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaliana] 

204999 

LIB3083-077-Q1-L1-C4 
BLASTX 
g2497743 
177 

6.0e-13 
57 
61 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 (S78173) LTP=lipid transfer protein 
[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 
[Gossypium hirsutum] 

Seq. No. 205000 

Seq. ID LIB3083-077-Q1-L1-C5 

Method BLASTX 

NCBI GI g606942 

BLAST score 367 

E value 3.0e-35 

Match length 102 

% identity 77 

NCBI Description (U13760) unknown [Gossypium hirsutum] 

Seq. No. 205001 

Seq. ID LIB3083-077-Q1-L1-C7 

Method BLASTX 

NCBI GI g2558654 

BLAST score 142 

E value 8.0e-09 

Match length 84 

% identity 43 , 
NCBI Description (AC002354) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205002 

LIB3083-077-Q1-L1-D10 

BLASTX 

g2244904 

217 

7.0e-18 

60 
72 

(Z97339) similar to hypothetical protein C02F5.7 
[Arabidopsis thaliana] 



- Caenorha 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



205003 

LIB3083-077-Q1-L1-D12 

BLASTX 

gl70352 

111 

1.0e-ll 

40 

17 

(M74101) hexameric polyubiquitin [Nicotiana sylvestris] 
>gi_870792 (L05361) polyubiquitin [Arabidopsis thaliana] 
>gi_4115333 (L81139) ubiquitin [Pisum sativum] >gi_4115335 
(L81140) ubiquitin [Pisum sativum] 

205004 

LIB3083-077-Q1-L1-D3 

BLASTX 

g4432837 

144 

5.0e-09 

95 

38 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
205005 

LIB3083-077-Q1-L1-D4 

BLASTX 

gl32944 

182 

5.0e-14 

42 

81 

60S RIBOSOMAL PROTEIN L3 >gi_8 1658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205006 

LIB3083-077-Q1-L1-D6 

BLASTX 

g4210334 

277 

1.0e-24 

55 

95 

(AJ223804) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



E3 subunit 



28027 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205007 

LIB3083-077-Q1-L1-D9 

BLASTX 

g!35449 

367 

2.0e-35 

88 
78 

TUBULIN BETA-1 CHAIN >gi_100932_pir S14701 tubulin beta- 
chain - maize >gi_295851_emb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205008 

LIB3083-077-Q1-L1-E1 

BLASTX 

g2494034 

441 

7.0e-44 

117 

68 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374 772_dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205009 

LIB3083-077-Q1-L1-E2 

BLASTX 

g2500354 

280 

3.0e-25 

77 

77 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi__19028 94_dbj_BAAl 94 62_ 
(AB001891) QM family protein [Solanum melongena] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205010 

LIB3083-077-Q1-L1-E4 

BLASTX 

gl709761 

609 

1.0e-63 

126 

94 

PROTEASOME 
COMPLEX 27 
proteasome 



27 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
KD SUBUNIT) >gi__1262146_emb_CAA65660_ (X96974] 
subunit [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205011 

LIB3083-077-Q1-L1-E5 

BLASTX 

gl890311 

248 

3.0e-21 

63 
71 

(Y11789) peroxidase ATP23b [Arabidopsis thaliana] 



28028 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205012 

LIB3083-077-Q1-L1-E6 

BLASTX 

g3062806 

434 

5.0e-43 

126 

68 

(D86198) dolichol-phosphate-mannose synthase [Homo sapiens] 
>gi_4503363__ref__NP_003850 . l_pDPMl_ UNKNOWN 

205013 

LIB3083-077-Q1-L1-E8 

BLASTX 

gl36636 

406 

9.0e-40 

91 

72 

UBIQUI TIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquit in-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C.6.3.2. 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 


205014 


Seq. ID 


LIB3083-077-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


g4415992 


BLAST score 


268 


E value 


8.0e-36 


Match length 


86 


% identity 


91 


NCBI Description 


(AF059288) beta-tubulin 


Seq. No. 


205015 


Seq. ID 


LIB3083-077-Q1-L1-F11 


Method 


BLASTX 


NCBI GI 


g4415992 


BLAST score 


291 


E value 


1.0e-26 


Match length 


80 


% identity 


71 


NCBI Description 


(AF059288) beta-tubulin 


Seq. No. 


205016 


Seq. ID 


LIB3083-077-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g4193388 


BLAST score 


281 


E value 


4.0e-34 


Match length 


126 



2 [Eleusine indica] 



2 [Eleusine indica] 



28029 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

205017 

LIB3083-077-Q1-L1-F3 

BLASTX 

gl514639 

588 

4.0e-61 

128 
88 

(X85181) alpha-glucan phosphorylase [Spinacia oleracea] 
205018 

LIB3083-077-Q1-L1-F4 

BLASTX 

g4056425 

250 

2.0e-21 
59 
80 

(AC005322) 
from this 



ESTs gb_H36249, gb_AA59732 and gb_AA651219 come 
gene. [Arabidopsis thaliana] 



205019 

LIB3083-077-Q1-L1-F7 

BLASTX 

g3023841 

270 

5.0e-24 

72 

74 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 
>gi_1695179__emb_CAA70704_ (Y09513) G protein beta subunit 
[Nicotiana plumbaginif olia] 



205020 

LIB3083-077-Q1-L1-F9 

BLASTX 

g4098321 

486 

2.0e-49 

90 

99 

(U76745) beta-tubulin 



2 [Triticum aestivum] 



205021 

LIB3083-077-Q1-L1-G1 

BLASTX 

g3023841 

354 

1.0e-33 

89 

75 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 

>gi 1695179 emb CAA70704_ (Y09513) G protein beta subunit 



28030 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Nicotiana plumbagini folia] 
205022 

LIB3083-077-Q1-L1-G2 

BLASTX 

g3334261 

141 

1.0e-08 

48 

56 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 
metallothionein-like protein [Malus 



>gi_1655851 (U61973) 
domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205023 

LIB3083-077-Q1-L1-G3 

BLASTX 

g3327868 

145 

4.0e-09 

102 

40 

(AB012912) COPl-Interacting Protein 7 (CIP7) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205024 

LIB3083-077-Q1-L1-G6 

BLASTN 

g2829205 

363 

0.0e+00 

387 

18 

Gossypium hirsutum cultivar Siokra 
precursor (PRP) mRNA, complete cds 



1-2 proline-rich protein 



205025 

LIB3083-077-Q1-L1-G7 

BLASTX 

g464849 

497 

2.0e-50 

125 

76 

TUBULIN ALPHA CHAIN >gi_48 6847_pir S3 62 32 tubulin 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



alpha 



205026 

LIB3083-077-Q1-L1-H1 

BLASTX 

gll74592 

609 

5.0e-64 

127 

95 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 



28031 



sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205027 

LIB3083-077-Q1-L1-H12 

BLASTX 

g421941 

222 

2.0e-18 

49 

90 

GTP-binding protein, ras-related - common tobacco 
>gi_296878_emb__CAA50609_ (X71609) ras-related GTP-binding 
protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205028 

LIB3083-077-Q1-L1-H2 

BLASTX 

g2529668 

355 

9.0e-34 

121 
55 

(AC002535) putative photolyase/blue-light receptor 
[Arabidopsis thaliana] >gi_3319288 (AF053366) 
photolyase/blue light photoreceptor PHR2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205029 

LIB3083-077-Q1-L1-H3 

BLASTX 

g2129473 

295 

1.0e-26 

105 
56 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205030 

LIB3083-077-Q1-L1-H5 

BLASTX 

g4580460 

436 

3.0e-43 

109 

82 

(AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



205031 

LIB3083-077-Q1-L1-H6 

BLASTX 

g804817 

532 

2.0e-54 

113 

90 



28032 



NCBI Description (L36647) malic enzyme [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205032 

LIB3083-078-Q1-L1-A10 

BLASTX 

g3924823 

205 

3.0e-16 

71 

52 

(Z83113) 
yk491all, 



cDNA EST yk491all.5 comes from this gene; cDNA EST 
3 comes from this gene [Caenorhabditis elegans] 



205033 

LIB3083-078-Q1-L1-A4 

BLASTX 

g3868758 

386 

2.0e-37 

111 
62 

(D89802) elongation factor IB gamma [Oryza sativa] 
205034 

LIB3083-078-Q1-L1-A5 

BLASTX 

g3927831 

567 

1.0e-58 

128 

81 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 

205035 

LIB3083-078-Q1-L1-A6 

BLASTX 

g3641252 

411 

2.0e-40 
122 
5 

(AF053127) 
domestical 



leucine-rich receptor-like protein kinase [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205036 

LIB3083-078-Q1-L1-A9 

BLASTX 

g267073 

431 

1.0e-42 

85 
96 

TUBULIN BETA-2 /BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 
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Sea. No. 


205037 


OCU t J. 


LIB3083-078-Q1-L1-B1 


Method 


BLASTX 


NCBI GI 


g3063469 




381 


Hi vctxuu 


8 Oe-37 




114 


?; i dent" it" V 


73 


"NIPRT qpti nt" "i nn 


(AC003981) F22013. 31 


Sea No 


205038 


Sea ID 


LIB3083-078-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


gl23656 


BLAST score 


520 


E value 


4.0e-53 


Match length 


127 


% identity 


81 


NCBI Description 


CHLOROPLAST ENVELOPE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN >gi_2854 07__pir A42582 heat shock protein SCE70 - 

spinach >gi_21338__emb_CAA43711_ (X61491) 70 kDa heat shock 
protein [Spinacia oleracea] 

205039 

LIB3083-078-Q1-L1-B11 

BLASTX 

gl350720 

430 

1.0e-42 

90 

88 

60S RIBOSOMAL PROTEIN L32 
205040 

LIB3083-078-Q1-L1-B12 

BLASTX 

g3204134 

145 

4.0e-09 

34 

79 

(AJ006771) beta-galactosidase [Cicer arietinum] 
205041 

LIB3083-078-Q1-L1-B3 

BLASTX 

g267082 

581 

3.0e-60 

106 

99 

TUBULIN BETA- 8 CHAIN >gi_320189_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 



Seq. No. 



205042 



28034 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3083-078-Q1-L1-B4 

BLASTX 

g2194118 

204 

4.0e-16 

71 
54 

(AC002062) 



F20P5.4 gene product [Arabidopsis thaliana] 



205043 

LIB3083-078-Q1-L1-B6 

BLASTX 

g2129575 

335 

2.0e-31 

74 
86 



NCBI Description DNA repair protein homolog XPBara - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205044 

LIB3083-078-Q1-L1-B7 

BLASTX 

g4531440 

142 

8.0e-09 

100 

40 

(AC006224) unknown protein [Arabidopsis thaliana] 
205045 

LIB3083-078-Q1-L1-C1 

BLASTX 

gl076708 

591 

2.0e-61 

119 

27 

seed tetraubiquitin - common sunflower 

>gi 303901_dbj_BAA03764_ (D16248) ubiquitin [Glycine max] 
>gi~456714_dbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi 556688 emb__CAA84440_ (Z34988) seed tetraubiquitin 
[Helianthul annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi 1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus] 

205046 

LIB3083-078-Q1-L1-C11 

BLASTX 

g3608485 

638 

6.0e-67 
127 

95 - 

(AF088915) proteasome beta subunit [Petunia x hybrxda] 



28035 



205047 

LIB3083-078-Q1-L1-C12 
BLASTX 
g!20673 
524 

1.0e-53 

128 
81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_66013_pir DEPJG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - garden petunia 
>gi_20551_emb_CAA42904_ (X6034 6) glyceraldehyde 
3-phosphate dehydrogenase [Petunia x hybrida] 

Seq. No. 205048 

Seq. ID LIB3083-078-Q1-L1-C4 

Method BLASTX 

NCBI GI g2098709 

BLAST score 431 

E value 1.0e-42 

Match length 123 

% identity 72 

NCBI Description (U82975) pectinesterase [Citrus sinensis] 

Seq. No. 205049 

Seq. ID LIB3083-078-Q1-L1-C7 

Method BLASTN 

NCBI GI g!143223 

BLAST score 133 

E value 1.0e-68 

Match length 375 

% identity 55 

NCBI Description Gossypium barbadense FbLate-2 gene, complete cds 

Seq. No. * 205050 

Seq. ID LIB3083-078-Q1-L1-C9 

Method BLASTX 

NCBI GI g2129495 

BLAST score 571 

E value 4.0e-59 

Match length 119 

% identity 90 

NCBI Description fiber protein E6 {clone SIE6-2A) - sea-island cotton 

>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 

Seq. No. 205051 

Seq. ID LIB3083-078-Q1-L1-D1 

Method BLASTX 

NCBI GI g3033400 

BLAST score 603 

E value 7.0e-63 

Match length 126 

% identity 94 

NCBI Description (AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thai i ana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



28036 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205052 

LIB3083-078-Q1-L1-D11 

BLASTX 

gl729980 

392 

3.0e-38 

85 

76 

THAUMATIN-LIKE PROTEIN PRECURSOR >gi_2129751_pir S71175 

thaumatin-like protein - Arabidopsis thaliana >gi_536825 

(L34693) thaumatin-like protein [Arabidopsis thaliana] 
>gi_1094863_prf 2106421A thaumatin-like protein 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205053 

LIB3083-078-Q1-L1-D12 

BLASTN 

gl!43223 

89 

2.0e-42 

271 

24 

Gossypium barbadense FbLate-2 



gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205054 

LIB3083-078-Q1-L1-D4 

BLASTX 

g4371292 

491 

1.0e-49 

120 

72 

(AC006260) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205055 

LIB3083-078-Q1-L1-D5 

BLASTX 

g267069 

568 

9.0e-59 

106 

99 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205056 

LIB3083-078-Q1-L1-D6 

BLASTX 

g2098709 

357 

5.0e-34 

113 

67 

(U82975) pectinesterase [Citrus sinensis] 
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Seq. No. 


205057 


Seq. ID 


LIB3083-078- 


Method 


BLASTX 


NCBI GI 


g2673910 


BLAST score 


190 


E value 


2.0e-14 


Match length 


94 


% identity 


48 


NCBI Description 


(AC002561) ] 


Seer. No. 


205058 


Seq. ID 


LIB3083-078 


Method 


BLASTX 


NCBI GI 


g4510383 


BLAST score 


476 


E value 


6.0e-48 


Match length 


128 


% identity 


76 


NCBI Description 


(AC007017) 


Seer. No. 


205059 


Seq. ID 


LIB3083-078 


Method 


BLASTX 


NCBI GI 


g2708324 


BLAST score 


191 


E value 


1.0e-14 


Match length 


57 


% identity 


67 


NCBI Description 


(AF037455) 



-D8 



hypothetical protein [Arabidopsis thaliana] 



-Q1-L1-E1 



Ltaredoxin type 1 [Fritillaria agrestis] 
>gi_2724048 (AF037984) glutaredoxin type II [Fritillaria 
agrestis] >gi_2724050 (AF037985) glutaredoxin type I 
[Fritillaria agrestis] >gi_2724052 (AF037986) glutaredoxin 
type I [Fritillaria agrestis] >gi_2724054 (AF037987) 
glutaredoxin type I [Fritillaria agrestis] >gi_2724056 
(AF037988) glutaredoxin type I [Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205060 

LIB3083-078-Q1-L1-E10 

BLASTN 

g2829205 

248 

1.0e-137 

366 

26 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205061 

LIB3083-078-Q1-L1-E11 

BLASTX 

g4098129 

660 

2.0e-69 

128 

98 

(U73588) sucrose synthase [Gossypium hirsutum] 
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205062 


Seq, ID 


LIB3083-078-Q1-L1-E2 


L w ie L-liQU. 


BLASTX 


NCBI GI 


g806310 


BLAST score 


177 


Hi vaxuc 


7 . Oe-13 




124 




15 


NCBI Description 


(J0274 6) proline-rich protein [Glycine max] 




205063 


Seq. ID 


LIB3083-078-Q1-L1-E3 




BLASTX 


NCBI GI 


gl706958 


BLAST score 


697 


T* 1 Tra 1 up 
Hi VaX LLC 


7 . Oe-74 




127 




100 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Can Nn 


205064 


Seq. ID 


LIB3083-078-Q1-L1-E4 


Metnoa 


Diinu X In 


NCBI GI 


gll43223 


BLAST score 


236 


Ei vaxue 


J_ • U C x «j w 




363 


% identxty 






Gossypium barbadense FbLate-2 gene, complete cds 


otsq . 1NO . 


205065 

jl. \J \J \J *J 




LIB3083-078-Q1-L1-F10 


Method 


OXxrlO x /\. 


NCBI GI 


gl518540 


BLAST score 


211 


hi value 


4 Op-20 

*i • L/C 


fidLLvll icily L1J. 


112 


t> XClcIlLX L.y 


53 


NPRT Dp^rri nt*i on 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


oeq. inu . 


205066 


Seq. ID 


LIB3083-078-Q1-L1-F12 


ixietnou. 


RT.A^TX 


NCBI GI 


gl518540 


BLAST score 


482 


& vaiue 


q 0p-4Q 


jyiatcn xengxn 


Ill 
111 


Q. -J j*-3 a w 4— -1 -J— ▼ y 

ii laenLiiy 


O O 


"MPRT n^c;r , T i ini" *i on 

LN V^O J. UC? O \_> JL -L^ L. JL V_/ll 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


oeq • imu . 


205067 

6 v J V/ u i 


Seq. ID 


LIB3083-078-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g4220521 


BLAST score 


158 


E value 


1.0e-10 


Match length 


97 
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% identity 44 

NCBI Description (AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205068 

LIB3083-078-Q1-L1-F4 

BLASTX 

gl36739 

530 

2.0e-54 

123 
80 

UTP— GLUCOSE-1-PHOSPHATE URI D YLYLTRANS FERAS E {UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — giucose-l-phosphate uridylyltransferase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA0057 0_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205069 

LIB3083-078-Q1-L1-F8 

BLASTX 

gl335862 

476 

3.0e-48 

125 

75 

(U42608) clathrin heavy chain [Glycine max] 
205070 

LIB3083-078-Q1-L1-F9 

BLASTX 

g2065531 

359 

3.0e-34 

73 

89 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
205071 

LIB3083-078-Q1-L1-G11 

BLASTX 

g606942 

607 

2.0e-63 

121 

98 

(U13760) unknown [Gossypium hirsutum] 
205072 

LIB3083-078-Q1-L1-G12 

BLASTX 

g!418319 

195 

4.0e-15 

101 

43 

(X95965) CERl-like [Arabidopsis thaliana] 



28040 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205073 

LIB3083-078-Q1-L1-G3 

BLASTX 

g3608154 

397 

1.0e-38 

122 
66 

(AC005314) unknown protein [Arabidopsis thaliana] 
205074 

LIB3083-078-Q1-L1-G5 

BLASTX 

g2864609 

158 

1.0e-ll 

71 

55 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_404 9337_emb_CAA22562_ (AL034567) putative protein 
[Arabidopsis thaliana] 

205075 

LIB3083-078-Q1-L1-G6 

BLASTX 

gl771780 

483 

8.0e-49 

120 

79 

(Y10024) ubiquitin extension protein [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



205076 

LIB3083-078-Q1-L1-G8 

BLASTX 

gl552169 

210 

9.0e-17 

114 

43 

(D42138) PIG-B [Homo sapiens] 
205077 

LIB3083-078-Q1-L1-G9 

BLASTX 

gl814403 

299 

2.0e-27 

76 

72 

(U84889) methionine synthase [Mesembryanthemum 
crystallinum] 

205078 

LIB3083-078-Q1-L1-H1 

BLASTN 

g2829205 



28041 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



377 

0.0e+00 

384 

18 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

205079 

LIB3083-078-Q1-L1-H10 

BLASTX 

g4325369 

147 

1.0e-09 

98 

38 

(AF128396) T3H13.3 gene product [Arabidopsis thaliana] 
205080 

LIB3083-078-Q1-L1-H11 

BLASTX 

g3511285 

460 

4.0e-46 

122 

71 

(AF081534) cellulose synthase [Populus alba x Populus 
tremula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205081 

LIB3083-078-Q1-L1-H12 

BLASTN 

g3241920 

36 

7.0e-ll 

88 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAE1, complete sequence [Arabidopsis thaliana] 



PI clonei 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



205082 

LIB3083-078-Q1-L1-H2 

BLASTX 

g421929 

239 

3.0e-20 

89 

8 

ubiquitin - tomato >gi_312160__emb_CAA51679_ 
ubiquitin [Lycopersicon esculentum] 

205083 

LIB3083-078-Q1-L1-H3 

BLASTX 

g4539335 

186 

6.0e-14 

51 



(X73156) 



28042 





% identity 


59 


putative protein [Arabidopsis thaliana] 




NCBI Description 


(AL035539) 




Seq. No. 


205084 






Seq. ID 


LIB3083-07£ 


1-Q1-L1-H5 




Method 


BLASTX 






NCBI GI 


g2780194 






BLAST score 


607 






E value 


2.0e-63 






Match length 


123 






% identity 


62 


adenine nucleotide translocator [Lupinus a 




NCBI Description 


(AJ003197) 




Seq. No. 


205085 






Seq. ID 


LIB3083-078-Q1-L1-H6 




Method 


BLASTX 






NCBI GI 


g4544432 






BLAST score 


487 






E value 


3.0e-49 




IBs? 


Match length 


120 






% identity 


78 






NCBI Description 


(AC006955) 


putative mannose-l-phosphate guanyltransf e 


CO 

=Js5 




[Arabidopsis thaliana] 




Seq. No. 


205086 




=11 


Seq. ID 


LIB3083-078-Q1-L1-H8 


La. 


Method 


BLAST N 




y s 


NCBI GI 


gll43223 






BLAST score 


188 






E value 


1.0e-101 






Match length 


385 






% identity 


32 






NCBI Description 


Gossypium barbadense FbLate-2 gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205087 

LIB3083-078-Q1-L1-H9 

BLASTX 

g2499710 

482 

1.0e-48 

112 
85 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
{ PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1438075 (L33686) phospholipase D [Ricinus communis] 

205088 

LIB3083-079-Q1-L1-A10 

BLASTX 

g4469023 

550 

1.0e-56 

123 
83 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 



205089 



28043 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-079-Q1-L1-A11 

BLASTX 

gl619602 

368 

3.0e-35 

100 
72 

(Y08726) 



MtN3 [Medicago truncatula] 



205090 

LIB3083-079-Q1-L1-A9 

BLASTX 

g481526 

309 

2.0e-28 

122 

57 

probable ribosomal protein SI 



wheat mitochondrion 



205091 

LIB3083-079-Q1-L1-B10 

BLASTX 

gl23620 

407 

7.0e-40 

110 

75 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14 950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 


205092 




Seq. ID 


LIB3083-079-Q1- 


-Li- 


Method 


BLASTX 




NCBI GI 


gl895084 




BLAST score 


535 




E value 


7.0e-55 




Match length 


110 




% identity 


90 


as 


NCBI Description 


(U89897) golgi 


Seq. No. 


205093 




Seq. ID 


LIB3083-079-Q1- 


-LI 


Method 


BLASTX 




NCBI GI 


g606942 




BLAST score 


453 




E value 


3.0e-45 




Match length 


117 




% identity 


81 




NCBI Description 


(U13760) unknown 


Seq. No. 


205094 




Seq. ID 


LIB3083-079-Q1- 


-LI 


Method 


BLASTX 




NCBI GI 


gll71577 




BLAST score 


174 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-12 

98 

38 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
205095 

LIB3083-07 9-Q1-L1-C12 

BLASTX 

g312179 

223 

8.0e-19 

49 

86 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde- 3-phosphate 
dehydrogenase [Zea mays] 

205096 

LIB3083-079-Q1-L1-C9 

BLASTX 

g4126473 

601 

1.0e-62 

115 

99 

(AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205097 

LIB3083-079-Q1-L1-D10 

BLASTX 

g4522004 

164 

2.0e-ll 

118 

36 

(AC007069) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



205098 

LIB3083-07 9-Q1-L1-D11 

BLASTX 

g3688178 

186 

6.0e-14 

100 

41 

(AL031804) putative protein [Arabidopsis thaliana] 
205099 

LIB3083-079-Q1-L1-D12 

BLASTN 

gll43223 

243 

1.0e-134 



28045 



Match length 387 
% identity 26 

NCBI Description Gossypium barbadense FbLate-2 gene, complete cds 



Seq. No. 


205100 


Seq. ID 


LlB3uoi-u /y-yi-Li-jjy 


Method 


BLASTX 


NCBI GI 


g2275196 


BLAST score 


368 


E value 


3.0e-35 


Match length 


75 


% identity 


95 


NCBI Description 


(AC002337) water stress-induced protein, WSI76 isolog 




[Arabidopsis thaliana] 


Seq. No. 


205101 


Seq. ID 


LIB3083-079-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g2245378 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


36 


% identity 


75 


NCBI Description 


(U83245) auxin response factor 1 [Arabidopsis thaliana] 


Seq. No. 


205102 


Seq. ID 


LIB3083-079-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


g4580523 


BLAST score 


425 


E value 


5.0e-42 


Match length 


122 


% identity 


70 


NCBI Description 


(AF036305) scarecrow-like 8 [Arabidopsis thaliana] 


Seq. No. 


205103 


Seq. ID 


LIB3083-079-Q1-L1-F11 


Method 


BLASTX 


NCBI GI 


g2738998 


BLAST score 


570 


E value 


5.0e-59 


Match length 


123 


% identity 


85 


NCBI Description 


(AF022458) CYP98A2p [Glycine max] 


Seq. No. 


205104 


Seq. ID 


LIB3083-079-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


172 


E value 


1.0e-12 


Match length 


94 


% identity 


51 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


Seq. No. 


205105 


Seq. ID 


LIB3083-079-Q1-L1-F9 



28046 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2245091 

162 

4.0e-ll 

46 

74 

(Z97343) 



hypothetical protein [Arabidopsis thaliana] 



205106 

LIB3083-079-Q1-L1-G10 

BLASTX 

g2827699 

496 

2.0e-50 

123 

75 

(AL021684) predicted protein [Arabidopsis thaliana] 
205107 

LIB3083-07 9-Q1-L1-G12 

BLASTX 

g3236252 

410 

3.0e-40 

126 

60 

(AC004684) CERl-like protein [Arabidopsis thaliana] 
205108 

LIB3083-079-Q1-L1-H10 

BLASTX 

g2739376 

409 

4.0e-40 

126 

64 

(AC002505) putative permease [Arabidopsis thaliana] 
205109 

LIB3083-079-Q1-L1-H11 

BLASTX 

g4417283 

232 

2.0e-19 

121 
40 

(AC007019) putative cytochrome p450 [Arabidopsis thaliana] 
205110 

LIB3083-080-Q1-L1-A1 

BLASTX 

gl076387 

280 

2.0e-25 

66 

77 

protein kinase homolog - Arabidopsis thaliana 



28047 



>gi_7 171 8 0_emb_CAA5 5 8 66_ (X79279) protein kinase homologous 
to shaggy and glycogen synthase kinase-3 [Arabidopsis 
thaliana] 



Seq. No. 


205111 




Seq. ID 


LIB3083-080-Q1-L1-A3 




Method 


BLASTN 




NCBI GI 


g4322254 




BLAST score 


53 




E value 


5.0e-21 




Match length 


144 




% identitv 


91 


5 , -rpsl2 


NCBI Description 


Corythophora alta rpl20- 




chloroplast sequence 




Seq. No. 


205112 




Seq. ID 


LIB3083-080-Q1-L1-A6 




Method 


BLASTX 




NCBI GI 


g2653446 




BLAST score 


432 




J— i VOX Uv? 


6.0e-43 




M^+"ph 1 prirrfh 


108 




?; idpntitv 


80 




NCBI Descriotion 


(AB009077) proton pyrophosphatas 


Seq. No. 


205113 




Seq. ID 


LIB3083-080-Q1-L1-A9 




Method 


BLASTX 




NCBI GI 


g2500345 




BLAST score 


259 




E value 


5.0e-23 




Match length 


60 




% identity 


85 




NCBI Description 


NHP2/RS6 FAMILY PROTEIN 


YEL026W 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



GROUP-LIKE NUCLEAR PROTEIN 2 HOMOLOG) 
>gi_2618578_dbj_BAA23363_ (D50420) OTK27 [Homo sapiens] 
>gi_3859990 (AF091076) OTK27 [Homo sapiens] 

>gi_1589072_prf 22102 68A nuclear protein-NHP2-like protein 

[Homo sapiens] 

205114 

LIB3083-080-Q1-L1-B1 

BLASTN 

gll43223 

189 

1.0e-102 

205 

38 

Gossypium barbadense FbLate-2 gene, complete cds 
205115 

LIB3083-080-Q1-L1-B10 

BLASTX 

g2306917 

435 

3.0e-43 
96 



28048 



% identity 

NCBI Description 



CI 



89 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205116 

LIB3083-080-Q1-L1-B11 

BLASTX 

g2499611 

477 

4.0e-48 

99 

92 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 

(ATMPK7) >gi_629548_pir S40473 mitogen-activated protein 

kinase 7 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457406_dbj_BAA04870_ (D21843) MAP kinase [Arabidopsis 
thaliana] 



beq. no . 


on ^ 1 1 1 


Seq. ID 


T TDinOQ AO A. A1 T 1 1210 


Method 


T*> T 7\ o mv 

BLASTX 


NLrSl (j± 


go4 101 lJ 


oiiAoi score 


D 1U 


E value 


6.0e-52 


Match length 


125 


-6 ldentxty 


3 1 


NCBI Description 


(AFUolzUz) villin z LAraDictopsis Laaiianaj 


Seq. No. 


O A C 1 1 O 
ZUOllO 


Seq. ID 


t T n o a o o a o a t 1 0 O 


Method 


nr tip m v 

BLASTX 




g± ooyo / 0 


BLAbi score 


"3 "5 £ 
JJO 


E value 




Match length 


73 


% identity 


89 


NCBI Description 


(D88399) endosperm kinase [Oryza sativa] 


Seq. No. 


205119 


Seq. ID 


LIB3083-080-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g606942 


BLAST score 


365 


E value 


2.0e-35 


Match length 


73 


% identity 


99 


NCBI Description 


(U13760) unknown [Gossypium hirsutum] 


Seq. No. 


205120 


Seq. ID 


LIB3083-080-Q1-L1-B5 


Method 


BLASTX 


NCBI GI 


g4371290 


BLAST score 


145 


E value 


3.0e-09 


Match length 


39 


% identity 


64 


NCBI Description 


(AC006260) unknown protein [Arabidopsis thali 



28049 



€1 



Seq. No. 205121 

Seq. ID LIB3083-080-Q1-L1-B6 

Method BLASTX 



NPBI GI 


gl710780 


BLAST score 


343 


F va 1 lie 


3.0e-32 


Match length 


74 


% "i dent it v 


85 


NCBI Description 


40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA6543 


(X96613) cytoplasmic ribosomal protein S7 [Podospora 




anserina] 


Seq. No. 


205122 


Seq. ID 


LIB3083-080-Q1-L1-B8 


Mpfhod 


BLASTX 


NCBI GI 


g4204765 


BLAST score 


308 


F, value 


8.0e-29 


Match lenath 


70 


% identity 


84 


Li J-J _L l^r W O <w J- -i- L» -J- V-/ ± 


(U51194) peroxidase [Glycine max] 


Seq. No. 


205123 


Seq. ID 


LIB3083-080-Q1-L1-B9 


L*lt5 UliVJvJ. 


BLASTX 


MpDT (IT 
LN ^Xj X OX 


a4102839 


BLAST score 


293 


Hi V CJ. -L LLC 


6. 0e-27 


M^'hr'h 1 pncrth 


76 


% identity 


74 


"KfPRT Dpcirr'i ntion 


(AF016713) LeOPTl [Lycopersicon esculentum] 


Seq. No. 


205124 


Seq. ID 


LIB3083-080-Q1-L1-C1 




BLASTX 


NCRT GI 


gl657948 


BLAST score 


274 


F value 


1.0e-24 


Mai~r , h 1 pncrth 

L 10 Lull -L^ll^ L-±± 


77 


% identity 


74 


\rpRT V\c* q r 1 t i Tit" "i on 


(U734 66) MipC [Mesembryanthemum crystallinum] 


Seq. No. 


205125 


Seq. ID 


LIB3083-080-Q1-L1-C11 




BLASTX 


NPRT GT 

1\L»D J. OX 


g3342552 


DXiriO X o^-WXC 


220 


E value 


6.0e-18 


Match length 


94 


% identity 


48 


NCBI Description 


(AF076979) putative strictosidine synthase [Arabidop 




thaliana] 


Seq. No. 


205126 


Seq. ID 


LIB3083-080-Q1-L1-C12 


Method 


BLASTX 



28050 




NCBI GI g3915031 
BLAST score 659 
E value 2.0e-69 
Match length 126 
% identity 98 

NCBI Description ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 

(STEAROYL-ACP DESATURASE) >gi_1217 628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 



205127 

LIB3083-080-Q1-L1-C2 
BLASTX 
g!657621 
219 

4.0e-18 

53 
75 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 

Seq. No. 205128 

Seq. ID LIB3083-080-Q1-L1-C3 

Method BLASTX 

NCBI GI g2995990 

BLAST score 344 

E value 1.0e-32 

Match length 105 

% identity 64 

NCBI Description (AF053746) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 

Seq. No. 205129 

Seq. ID LIB3083-080-Q1-L1-C4 

Method BLASTX 

NCBI GI gl708721 

BLAST score 197 

E value 2.0e-15 

Match length 94 

% identity 41 

NCBI Description (U60075) 13. pep [Solanum tuberosum] 

Seq. No. 205130 

Seq. ID LIB3083-080-Q1-L1-C5 

Method BLASTX 

NCBI GI g2245394 

BLAST score 273 

E value 4.0e-24 

Match length 85 

% identity 61 

NCBI Description (U89771) ARFl-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 205131 

Seq. ID LIB3083-080-Q1-L1-C6 

Method BLASTX 

NCBI GI g2262173 



28051 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



534 

'8.0e-55 
117 
89 

(AC002329) NADPH thioredoxin reductase [Arabidopsis 
thaliana] 

205132 

LIB3083-080-Q1-L1-C7 

BLASTX 

g549000 

163 

1.0e-ll 

78 
47 

SUCROSE TRANSPORT PROTEIN (SUCROSE PERMEASE) 

(SUCROSE-PROTON SYMPORTER) >gi_282839_pir S28052 sucrose 

transport protein - spinach >gi__21319_emb_CAA47604_ 
(X67125) sucrose permease [Spinacia oleracea] 

205133 

LIB3083-080-Q1-L1-D2 

BLASTN 

g2829205 

243 

1.0e-134 

243 
23 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 


205134 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g559684 


BLAST score 


433 


E value 


4.0e-43 


Match length 


94 


% identity 


88 


NCBI Description 


(L36097) 


Seq. No. 


205135 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g3983665 


BLAST score 


382 


E value 


4.0e-37 


Match length 


99 


% identity 


71 


NCBI Description 


(AB01127 


Seq. No. 


205136 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


gl35452 


BLAST score 


553 


E value 


4.0e-57 



aquaporin [Mesembryanthemum crystal linum] 



importin-beta2 [Oryza sativa] 



28052 



Match length 

% identity 

NCBI Description 



112 
89 

TUBULIN BETA-1 CHAIN >gi_170060 
[Glycine max] 



(M21296) S-beta-1 tubulin 



Seq. No. 205137 

Seq. ID LIB3083-080-Q1-L1-D8 

Method BLASTX 

NCBI GI gl082054 

BLAST score 157 

E value 6.0e-ll 

Match length 73 

% identity 4 5 

NCBI Description (Z49859) copper transporter protein [Arabidopsis thaliana] 

Seq. No. 205138 

Seq. ID LIB3083-080-Q1-L1-D9 

Method BLASTX 

NCBI GI g3769472 

BLAST score 153 

E value 3.0e-10 

Match length 44 

% identity 57 

NCBI Description (AF064732) putative phospholipase A2 [Dianthus 
caryophyllus ] 

Seq. No. 205139 

Seq. ID LIB3083-080-Q1-L1-E11 

Method BLASTX 

NCBI GI g4314378 

BLAST score 303 

E value 8.0e-28 

Match length 107 

% identity 51 

NCBI Description (AC006232) putative lipase [Arabidopsis thaliana] 

Seq. No. 205140 

Seq. ID LIB3083-080-Q1-L1-E12 

Method BLASTX 

NCBI GI gl706958 

BLAST score 451 

E value 4.0e-45 

Match length 121 

% identity 66 

NCBI Description (U58284) cellulose synthase [Gossypium hirsutum] 

Seq. No. 205141 

Seq. ID LIB3083-080-Q1-L1-E4 

Method BLASTX 

NCBI GI g404688 

BLAST score 159 

E value 6.0e-ll 

Match length 64 

% identity 48 

NCBI Description (L19074) cytochrome P450 [Catharanthus roseus] 

Seq. No. 205142 



28053 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-080-Q1-L1-E5 

BLASTN 

gll43223 

199 

1.0e-108 

331 

28 

Gossypium barbadense FbLate-2 gene, complete cds 
205143 

LIB3083-080-Q1-L1-E8 

BLASTX 

g3790102 

406 

6.0e-40 

86 
88 

(AF095521) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score "'' 

E value 

Match length 

% identity 

NCBI Description 



205144 

LIB3083-080-Q1-L1-E9 

BLASTX 

g547683 

412 

1.0e-40 

78 

97 

HEAT SHOCK COGNATE PROTEIN 80 >gi__170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



205145 

LIB3083-080-Q1-L1-F1 

BLASTX 

g!706958 

285 

1.0e-25 

102 

66 

(U58284) cellulose synthase [Gossypium hirsutum] 



205146 

LIB3083-080-Q1-L1-F10 

BLASTX 

g3202040 

332 

4.0e-31 

92 
66 

(AF069323) permease 



1 [Mesembryanthemum crystallinum] 



205147 

LIB3083-080-Q1-L1-F11 

BLASTX 

gl737222 



28054 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



607 

2.0e-63 

114 

90 

(U79958) BP-80 vacuolar sorting receptor [Pisum sativum] 



Seq. No* 


205148 


Seq. ID 


LIB3083-080-Q1-L1-F3 


Method. 


BLASTX 


NCBI GI 


g2529680 


BLAST score 


307 


E value 


2.0e-28 


Match length 


88 


% identity 


40 


NCBI Description 


(AC002535) putative prot€ 




[Arabidopsis thaliana] 


Sea No 


205149 


Sea ID 


LIB3083-080-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g2104949 




539 


E value 


2.0e-55 


Match lenath 


118 




86 


NCBI Description 


(U96716) MAP kinase-like 




205150 


Spa TO 


LIB3083-080-Q1-L1-F6 




RT.ASTX 


NCBI GI 


g2495365 


n i inn i o ^ w -I- v_J 


557 


Jj VCIXLIC 


2.0e-57 


Match length 


113 


% identity 


96 


NCBI Description 


HEAT SHOCK PROTEIN 81-2 




heat shock protein HSP81 


Sea No. 


205151 


Sea. ID 


LIB3083-080-Q1-L1-F9 


Mpt* ?i oH 


BLASTX 


NCBI GI 


gl35452 


BLAST score 


391 


F. v^lne 


2 . 0e-38 


Match lenath 


80 


% identity 


88 


NCBI Description 


TUBULIN BETA-1 CHAIN >gi 




[Glycine max] 


Seq. No. 


205152 


Seq. ID 


LIB3083-080-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g3522956 


BLAST score 


406 


E value 


1.0e-39 


Match length 


132 


% identity 


61 



S-beta-1 tubulin 



28055 




NCBI Description (AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 



Sea. No. 


205153 


Seq. ID 


LIB3083-080-Q1-L1-G12 


Method 


BLASTX 


NCBI GI 


g3482933 


BLAST score 


353 


E value 


2.0e-35 


Match length 


97 


% identity 


66 


NCBI Description 


(AC003970) Similar to cdc2 protein kinases [Arabidopsis 




thaliana] 


Seq. No. 


205154 


Seq. ID 


LIB3083-080-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g2347199 


BLAST score 


254 ^ 


E value 


4.0e-22 


Match lencrth 


80 


& \ ripnt itv 


68 


NCBI Description 


(AC002338) protein kinase isolog [Arabidopsis thaliana] 


Seq. No. 


205155 


Seq. ID 


LIB3083-080-Q1-L1-G4 


Method 


BLASTX 


NfRT GI 

LH \~r Lj X \_J -L- 


g4432855 




292 


E value 


2.0e-26 


Ma"t~r*h 1 pticrth 


107 


?; i dpntitv 


62 


NCBI Description 


(AC006300) unknown protein [Arabidopsis thaliana] 


Seq. No, 


205156 


Seq. ID 


LIB3083-080-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


g2828296 


RT.AST cjoorp 

UiUTlw J- w V*/ -U 


310 


E value 


4.0e-51 


Match length 


111 


% identifcv 


51 


NCBI Description 


(AL021687) RNase L inhibitor [Arabidopsis thaliana] 


Seq. No. 


205157 


Seq. ID 


LIB3083-080-Q1-L1-G8 




BLASTX 


NCBI GI 


g4098331 




537 


E value 


3.0e-55 


Match length 


101 


% identity 


97 


NCBI Description 


(U76896) beta-tubulin 5 [Triticum aestivum] 


Seq. No. 


205158 


Seq. ID 


LIB3083-080-Q1-L1-G9 


Method 


BLASTX 



28056 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3360289 
343 

1.0e-32 

92 

72 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205159 

LIB3083-080-Q1-L1-H1 

BLASTX 

g4415942 

353 

8.0e-34 

83 
81 

(AC006418) hypothetical protein [Arabidopsis thaliana] 
205160 

LIB3083-080-Q1-L1-H12 

BLASTX 

g629692 

440 

9.0e-44 

124 

69 

hypothetical protein - common tobacco 

>gi_506471_emb_CAA56189_ (X79794) unnamed protein product 
[Nicotiana tabacum] 



Seq. No. 


205161 


Seq. ID 


LIB3083-080-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


305 


E value 


3.0e-28 


Match length 


62 


% identity 


92 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glyci 


Seq. No. 


205162 


Seq. ID 


LIB3083-080-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g2244736 


BLAST score 


521 


E value 


2.0e-53 


Match length 


96 


% identity 


99 


NCBI Description 


(D88415) expansin [Gossypium hirsutum] 


Seq. No. 


205163 


Seq. ID 


LIB3083-080-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


g3868853 


BLAST score 


141 


E value 


1.0e-08 


Match length 


51 



28057 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(AB013853) GPI-anchored protein [Vigna radiata] 
205164 

LIB3083-080-Q1-L1-H6 

BLASTX 

g4098331 

578 

6.0e-60 

106 

96 

(U76896) beta-tubulin 5 [Triticum aestivum] 



Seq. No. 


205165 


Seq. ID 


LIB3083-080-Q1-L1-H8 


Method 


BLASTX 


NCBI GI 


gl903364 


BLAST score 


373 


E value 


5. Oe-36 


Match length 


103 


% identity 


71 , 


NCBI Descriotion 


(AC000104) EST gb T45093 cor 




thaliana] 


Seq. No. 


205166 


Seq. ID 


LIB3083-080-Q1-L1-H9 


Mpt Virid 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


441 


E value 


5.0e-44 


Match length 


98 


% identity 


86 


NCBI Description 


(U58284) cellulose synthase 


Seq. No. 


205167 


Seq. ID 


LIB3083-081-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g2829894 


BLAST score 


357 


E value 


6.0e-34 


Match length 


122 


% identity 


57 


NCBI Description 


(AC002311) Unknown protein 


Seq. No. 


205168 


Seq. ID 


LIB3083-081-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g3355470 


BLAST score 


275 


E value 


2.0e-24 


Match length 


76 


% identity 


67 


NCBI Description 


(AC004218) putative lysopho 




thaliana] 


Seq. No. 


205169 


Seq. ID 


LIB3083-081-Q1-L1-A12 



[Arabidopsis 



28058 



CI 



Method BLASTX 

NCBI GI g!706956 

BLAST score 638 

E value 6.0e-67 

Match length 124 

% identity 100 

NCBI Description (U58283) cellulose synthase [Gossypium hirsutum] 

Seq. No. 205170 

Seq. ID LIB3083-081-Q1-L1-A2 

Method BLASTX 

NCBI GI g4097569 

BLAST score 148 

E value 2.0e-09 

Match length 36 

% identity 78 

NCBI Description (U64915) GMFP4 [Glycine max] 

Seq. No. 205171 

Seq. ID LIB3083-081-Q1-L1-A3 

Method BLASTX 

NCBI GI g4454026 

BLAST score 350 

E value 3.0e-33 

Match length 115 

% identity 64 

NCBI Description (AL035394) phosphatase like protein [Arabidopsis thaliana] 

Seq. No. 205172 

Seq. ID LIB3083-081-Q1-L1-A4 

Method BLASTX 

NCBI GI gl076274 

BLAST score 269 

E value 1.0e-23 

Match length 114 

% identity 48 

NCBI Description cucumisin (EC 3.4.21.25) precursor - muskmelon (fragment) 

Seq. No. 205173 

Seq. ID LIB3083-081-Q1-L1-A5 

Method BLASTX 

NCBI GI g4510345 

BLAST score 232 

E value 2.0e-19 

Match length 121 

% identity 44 

NCBI Description (AC006921) unknown protein [Arabidopsis thaliana] 

Seq. No. 205174 

Seq. ID LIB3083-081-Q1-L1-A6 

Method BLASTX 

NCBI GI g4309760 

BLAST score 211 

E value 6.0e-17 

Match length 88 

% identity 55 

NCBI Description (AC006217) unknown protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205175 

LIB3083-081-Q1-L1-A7 

BLASTX 

g4262240 

195 

2.0e-15 

78 

53 

(AC006200) putative stress protein [Arabidopsis thaliana] 



Seq. No, 


205176 


Seq. ID 


LIB3083-081-Q1-L1-A8 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


305 


E value 


1.0e-171 


Match lenoth 


321 


% xripntitv 


20 


NCBI Descriotion 


Gossypium hirsutum cultivar Siokra 1— . 




precursor (PRP) itiRNA, complete cds 


Seq* No. 


205177 


Sea. ID 


LIB3083-081-Q1-L1-B1 


Method 


BLASTX 


NCBI GI 


g3128234 


BLAST score 


425 


E value 


6.0e-42 


Match length 


89 


% identity 


85 


NCBI Description 


(AC004077) hypothetical protein [Arab 


Seq. No. 


205178 


Seq. ID 


LIB3083-081-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


gl076580 


BLAST score 


321 


E value 


8.0e-30 


Match length 


96 


% identity 


65 


NCBI Description 


alcohol dehydrogenase homolog ADH3b - 



tomato 

>gi_91344 6_bbs_160508 (S75487) alcohol dehydrogenase ADH 
{EC 1.1.1.1} [Lycopersicon esculentum=tomatoes, cv. red 
cherry, Peptide, 390 aa] [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205179 

LIB3083-081-Q1-L1-B11 

BLASTX 

g3402722 

244 

8.0e-21 

84 

58 

(AC004261) CPDK-related protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



205180 

LIB3083-081-Q1-L1-B12 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2459412 

431 

1.0e-42 

105 

70 

(AC002332) 



putative G9a protein [Arabidopsis thaliana] 



205181 

LIB3083-081-Q1-L1-B2 

BLASTX 

gll43445 

478 

3.0e-48 

108 
81 

(X88797) cinnamyl alcohol dehydrogenase 



[Eucalyptus gunnii] 



205182 

LIB3083-081-Q1-L1-B3 

BLASTX 

g4510345 

167 

1.0e-ll 

80 

46 

(AC006921) unknown protein [Arabidopsis thaliana] 
205183 

LIB3083-081-Q1-L1-B4 

BLASTX 

g4033838 

399 

4.0e-39 

102 

46 

(Y18550) sigma-like factor [Arabidopsis thaliana] 
205184 

LIB3083-081-Q1-L1-B6 

BLASTX 

g3785995 

222 

1.0e-18 

52 

85 

(AC0054 99) unknown protein [Arabidopsis thaliana] 
205185 

LIB3083-081-Q1-L1-B8 

BLASTX 

g3122703 

468 

5.0e-47 

111 

81 

60S RIBOSOMAL PROTEIN L23A >gi_2641201 (AF031542) ribosomal 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein L23a [Fritillaria agrestis] 
205186 

LIB3083-081-Q1-L1-C1 

BLASTX 

g3608154 

440 

1.0e-43 

133 

67 

(AC005314) unknown protein [Arabidopsis thaliana] 
205187 

LIB3083-081-Q1-L1-C11 

BLASTX 

g3513727 

458 

7.0e-46 

122 

57 

(AF080118) contains similarity to TPR domains {Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb__CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

205188 

LIB3083-081-Q1-L1-C12 

BLASTX 

g2688822 

204 

5.0e-16 

52 

69 

(U93272) pyrophosphate-dependent phosphofructo-l-kinase 
[Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205189 

LIB3083-081-Q1-L1-C2 

BLASTX 

gl!69384 

432 

8.0e-43 

111 

75 

DNAJ PROTEIN HOMOLOG ANJ1 >gi_543510_pir JQ2142 chaperone 

ANJ1 protein - Atriplex nummularia 

205190 

LIB3083-081-Q1-L1-C4 

BLASTX 

gl665817 

164 

2.0e-ll 

96 

35 

(D87466) Similar to S.cerevisiae hypothetical protein L3111 
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(S59316) [Homo sapiens] 



Sea No. 


205191 


Seq. ID 


LIB3083-081-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g4545262 


BLAST score 


165 


E value 


2.0e-ll 


Ma"t~r , l-i 1 {^rKThhL 


44 


% identity 


66 


NCRT De^cr iot ion 


(AF118230) metallothionein-like protein [Gossypium 




hirsut iiml 


Sea No. 


205192 


Seq. ID 


LIB3083-081-Q1-L1-C7 


Method 


BLASTX 


m u -L. vj x 


a3107931 


RT.AST qrorp 

XXTj.w X O \s X ^ 


587 


T* 1 va 1 hp 


6 Oe-61 


Match length 


130 


O X UC Li \ L L- jr" 


88 


M^RT Fl^Qpri Tit" "i on 


/AR01*3*353} UDP-alucose ovroohosohorvlase rPvrus pvrifol. 




205193 


Seq. ID 


LIB3083-081-Q1-L1-C8 


Method 


BLASTX 


NCRT GT 


a3386619 


DJjnOi ov-ujlc; 


232 


Hi v qX Lie 


2 . 0e-19 


Malrh 1 onrr1~h 

1 Id L.OH. X Cliy L-ll 


102 


S: "t Hont" "1 +" \7 


47 




(AC004665) hypothetical protein [Arabidopsis thaliana] 


*_> ~ * « 


205194 


Seq. ID 


LIB3083-081-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g4490756 


RLA^T ^rorp 

PI in ' 1 X O V^pVur JL C 


101 


T? va llIP 


1.0e-08 


Match lenath 


69 




51 


LNL/Dx LJfcioL*x xLyuxvjil 


fAT.fn^nR} hvnr>t-hetiral Drotein fArabidoDsis thalianal 


Cprr No 


205195 


C^pr Tf) 


iiiDjyo j vox \s -L xix L/x 


JX«2 LllUvj. 


DLinu x z\ 


NCBI GI 


g2102696 


BLAST score 


301 


R valup 


2 . 0e-27 


Match length 


120 


% identity 


51 


NCBI Description 


(U72761) karyopherin beta 3 [Homo sapiens] 




>gi 4504909_ref_NP_002262. l_pKPNB3_ karyopherin (import 




beta 


Seq. No. 


205196 


Seq. ID 


LIB3083-081-Q1-L1-D11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



© 

BLASTX 

gl045052 

174 

2.0e-12 

33 

97 

(X88776) 



alpha tubulin [Eimeria acervulina] 



205197 

LIB3083-081-Q1-L1-D12 

BLASTX 

g2462749 

298 

4.0e-27 

109 

58 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



205198 

LIB3083-081-Q1-L1-D2 

BLASTX 

g4234941 

376 

9.0e-38 

120 

73 

(AF097938) cytosolic phosphoglucomutase 
Populus tremuloides] 



[Populus tremula x 



205199 

LIB3083-081-Q1-L1-D3 

BLASTX 

g3334113 

466 

9.0e-47 

89 

100 

ACYL-COA-BINDING PROTEIN 
acyl-CoA-binding protein 



(ACBP) >gi_1006831 (U35015) 
[Gossypium hirsutum] 



205200 

LIB3083-081-Q1-L1-D4 

BLASTX 

g2129473 

259 

2.0e-22 

94 

52 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

205201 

LIB3083-081-Q1-L1-D5 

BLASTX 

g2098709 

318 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



2.0e-29 

105 

56 

(U82975) pectinesterase [Citrus sinensis] 
205202 

LIB3083-081-Q1-L1-D6 

BLASTX 

g4510363 

189 

2.0e-14 
39 
87 

(AC007017) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



205203 

LIB3083-081-Q1-L1-D7 

BLASTX 

gl203832 

560 

8.0e-58 

131 

77 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

205204 

LIB3083-081-Q1-L1-D8 

BLASTX 

gl351135 

613 

5.0e-64 

129 

89 

SUCROSE SYNTHASE {SUCROSE-UDP GLUCOSYL TRANSFERASE) 
>gi_436792_emb_CAA50317_ (X70990) sucrose synthase 
[Arabidopsis thaliana] 

205205 

LIB3083-081-Q1-L1-D9 

BLASTN 

g536660 

33 

6.0e-09 

41 

56 

S.cerevisiae chromosome II reading frame ORF YBR247c 
205206 

LIB3083-081-Q1-L1-E1 

BLASTX 

g3983665 

521 

3.0e-53 
130 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

(AB011271) 



importin-beta2 [Oryza sativa] 



205207 

LIB3083-081-Q1-L1-E3 

BLASTN 

gl66919 

82 

3.0e-38 

94 

97 

Arabidopsis thaliana alpha-6 tubulin 
cds 



(TUA6) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205208 

LIB3083-081-Q1-L1-E4 

BLASTX 

g!20673 

450 

5.0e-45 

105 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66013_pir DEPJG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - garden petunia 
>gi__20551_emb_CAA42904_ (X60346) glyceraldehyde 
3-phosphate dehydrogenase [Petunia x hybrida] 



Seq. No. 


205209 


Seq. ID 


LIB3083-081-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


g398845 


BLAST score 


645 


E value 


9.0e-68 


Match length 


127 


% identity 


95 


NCBI Description 


(X74654) beta3 tubulin [Zea mays] 


Seq. No. 


205210 


Seq. ID 


LIB3083-081-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


gl946355 


BLAST score 


222 


E value 


3.0e-18 


Match length 


127 


% identity 


39 


NCBI Description 


(U93215) maize transposon MuDR mudrA protein 




[Arabidopsis thaliana] >gi_2880040 (AC002340) 




transposon MuDR mudrA-like protein [Arabidops 


Seq. No. 


205211 


Seq. ID 


LIB3083-081-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


g3927830 


BLAST score 


326 


E value 


2.0e-30 


Match length 


121 



maize 
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% identity 


28 


NCBI Description 


(AC005727) hypothetical protein [Arabidopsis thaliana] 


Seq. No* 


205212 


Seq. ID 


LIB3083-081-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


g3080420 


BLAST score 


378 


E value 


1.0e-36 


Match length 


103 


% identity 


68 


NCBI Description 


(AL022604) putative sugar transporter protein [Arabidop 




thaliana] 


Seq. No, 


205213 


Seq. ID 


LIB3083-081-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g3033397 


BLAST score 


353 * 


E value 


1.0e-33 


Match length 


95 


% identity 


73 


NCBI Description 


(AC004238) unknown protein [Arabidopsis thaliana] 


Seq. No. 


205214 


Seq. ID 


LIB3083-081-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g4455206 


BLAST score 


473 


E value 


1.0e-47 


Match length 


111 


& identitv 


77 


NCBI Description 


(AL035440) putative beta-1, 3-glucanase [Arabidopsis 




thaliana] 


Sea No 


205215 


Seq. ID 


LIB3083-081-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g4454051 


BLAST score 


324 


E value 


4.0e-30 


Match length 


112 


% identity 


58 


NCBI Description 


(AL035394) putative polygalacturonase [Arabidopsis 




thaliana] 


Sea No 


205216 


Seq. ID 


LIB3083-081-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


gl362086 


BLAST score 


505 


E value 


2.0e-51 


Match length 


113 


% identity 


90 



NCBI Description 



5-raethyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 
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# • 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S -methyl transf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474__ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 


205217 


Seq. ID 


LIB3083-081-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g2829204 


BLAST score 


513 


E value 


3.0e-52 


Match length 


120 


% identity 


87 


NCBI Description 


(AF044204) lipid transfer protein precursor [Gossypium 




hirsutum] 


Seq. No. 


205218 


Seq. ID 


LIB3083-081-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


gll71577 


BLAST score 


219 


E value 


8.0e-18 


Match length 


123 


% identity 


33 


NCBI Description 


(X95343) hypersensitivity-related gene [Nicotiana tabacum] 


Seq. No. 


205219 


Seq. ID 


LIB3083-081-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g4544403 


BLAST score 


318 


E value 


2.0e-29 


Match length 


89 


% identity 


63 


NCBI Description 


(AC007047) putative glucan endo-1, 3-beta-D-glucosidase 



precursor [Arabidopsis thaliana] 



Seq. No. 


205220 


Seq. ID 


LIB3083-081-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


491 


E value 


8.0e-50 


Match length 


100 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


205221 


Seq. ID 


LIB3083-081-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g3236252 


BLAST score 


197 


E value 


1.0e-15 


Match length 


80 


% identity 


51 


NCBI Description 


(AC004684) CERl-like protein [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205222 

LIB3083-081-Q1-L1-G12 

BLASTX 

g3548804 

429 

2.0e-42 

131 
62 

(AC005313) unknown protein [Arabidopsis thaliana] 
205223 

LIB3083-081-Q1-L1-G2 

BLASTX 

g2144270 

226 

4.0e-19 

48 

88 

trans-cinnamate 4-monooxygenase (EC 1.14.13.11) B - Populus 
kitakamiensis (fragment) >gi_1777371_dbj_BAA11577_ (D82813) 
cinnamic acid 4-hydroxylase [Populus kitakamiensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



205224 

LIB3083-081-Q1-L1-G3 

BLASTX 

g3834317 

312 

1.0e-28 

72 
75 

(AC005679) Similar to CDC 16 protein gb_U18291 (CDC16Hs) 
from Homo sapiens. [Arabidopsis thaliana] 

205225 

LIB3083-081-Q1-L1-G4 

BLASTX 

g2605932 

331 

6.0e-31 

85 

78 

(AF029898) aspartate aminotransferase [Lotus corniculatus] 
205226 

LIB3083-081-Q1-L1-G5 

BLASTX 

g2950210 

324 

4.0e-30 

87 

76 

(Y14 615) Importin alpha-like protein [Arabidopsis thaliana] 
205227 

LIB3083-081-Q1-L1-G7 

BLASTX 

g!619602 
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CI 



BLAbT score 


400 


E value 


2.0e-45 


Match length 


129 


% identity 


67 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


205228 


Seq. ID 


LIB3083-081-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


g2760832 


BLAST score 


162 


E value 


4 . Ue-11 


Match length 


80 


% identity 


46 


NCBI Description 


(AC003105) similar to barley ids-4 gene 




[Arabidopsis thaliana] 


Seq. No. 


205229 


Seq. ID 


LIB3083-081-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g3201615 


BLAST score 


324 


E value 


4.0e-30 


Match length 


121 


% identity 


56 


NCBI Description 


(AC004669) unknown protein [Arabidopsis 


Seq. No. 


205230 


Seq. ID 


LIB3083-081-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


gl702983 


BLAST score 


356 


E value 


7.0e-34 


Match length 


111 


% identity 


59 


NCBI Description 


AUXIN-REPRESSED 12.5 KD PROTEIN >gi 998 



_pir S11850 

hypothetical protein - garden strawberry 
>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205231 

LIB3083-081-Q1-L1-H5 

BLASTX 

g2213628 

210 

9.0e-17 

128 
41 

(AC000103) F21J9.20 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



205232 

LIB3083-081-Q1-L1-H7 

BLASTN 

g2828278 

40 

4.0e-13 



28070 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



82 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 

205233 

LIB3083-081-Q1-L1-H8' 

BLASTX 

g3650032 

237 

6.0e-20 

49 

73 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

205234 

LIB3083-081-Q1-L1-H9 

BLASTX 

gl076737 

279 

7.0e-25 

130 

65 

beta-tubulin R1623 - rice 
205235 

LIB3083-082-Q1-L1-A10 

BLASTX 

g4432841 

411 

3.0e-40 

132 

58 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
205236 

LIB3083-082-Q1-L1-A11 

BLASTX 

g2129955 

229 

6.0e-19 

84 

58 

photoassimilate-responsive protein PAR-lb precursor - 
common tobacco >gi_871487_emb_CAA58731_ (X83851) mRNA 
inducible by sucrose and salicylic acid expressed in 
sugar-accumulating tobacco plants [Nicotiana tabacum] 

205237 

LIB3083-082-Q1-L1-A12 

BLASTX 

gl706956 

661 

1.0e-69 

130 

99 
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NGBI Description (U58283) cellulose synthase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205238 

LIB3083-082-Q1-L1-A2 

BLASTN 

g2829205 

348 

0.0e+00 

384 

17 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205239 

LIB3083-082-Q1-L1-A3 

BLASTX 

g267069 

551 

1.0e-56 

102 
99 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 


205240 


Seq. ID 


LIB3083-082-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


g3176072 


BLAST score 


509 


E value 


8.0e-52 


Match length 


108 


% identity 


91 


NCBI Description 


(AJ002485) protein phosphata 




[Medicago sativa] 


Seq. No. 


205241 


Seq. ID 


LIB3083-082-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


g226261 


BLAST score 


377 


E value 


2.0e-36 


Match length 


78 


% identity 


92 


NCBI Description 


alphal tubulin [Arabidopsis 


Seq. No. 


205242 


Seq. ID 


LIB3083-082-Q1-L1-B1 


Method 


BLASTX 


NCBI GI 


g3320120 


BLAST score 


157 


E value 


1.0e-10 


Match length 


94 


% identity 


36 


NCBI Description 


( U 6 6 6 6 9 ) 3 -hydroxy i s obut y r y 1 




sapiens] 



A hydrolase [Homo 



28072 



II 



Seq. No. 


205243 


Seq. ID 


LIB3083-082-Q1-L1-B11 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


673 


E value 


5.0e-71 


Match length 


127 


% identity 


100 


NCBI Description 


(U58283) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


205244 


Seq. ID 


LIB3083-082-Q1-L1-B12 


Method 


BLASTX 


NCBI GI 


g3511285 


BLAST score 


356 


E value 


6.0e-34 


Match length 


118 


% identity 


62 


NCBI Description 


(AF081534) cellulose synthase [Populus alba x Populus 




trei&ula ] 


Seq. No. 


205245 


Seq. ID 


LIB3083-082-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g4490737 


BLAST score 


282 




4 . 0e-25 




120 


% identity 


51 


NPRT Dp^rri nt~ i on 

±.\ ±j _i_ !✓ *j \^ x, x. k*/ l— ju \y J- hL 


(AL035708) putative protein [Arabidopsis thaliana] 


Seq. No. 


205246 


Seq. ID 


LIB3083-082-Q1-L1-B5 


Method 


BLASTN 


NCBI GI 


gl66919 


BLAST score 


62 


E value 


3 . Oe-26 


Match length 


81 


% identity 


94 


NCBI Description 


Arabidopsis thaliana alpha-6 tubulin (TUA6) gene, complete 




cds 


Seq. No. 


205247 


Seq. ID 


LIB3083-082-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g3687223 


BLAST score 


460 


E valup 


4 . Oe-46 


Mstch 1 print h 


126 


% identity 


78 


NCBI Description 


(AC005169) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


205248 


Seq. ID 


LIB3083-082-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


g538502 
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W # 


BLAST score 


396 


E value 


1.0e-38 


Match length 


103 


& i r}pnt" i +■ \t 


19 


NCBI Description 


(L36231) peroxidase [Stylosanthes humilis] 


Seq. No. 


205249 


Seq. ID 


LIB3083-082-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g3935145 


BLAST score 


299 


E value 


3.0e-27 


Match length 


85 


% idpnt itv 


U -J 


NCBI Description 


(AC005106) T25N20.9 [Arabidopsis thaliana] 


Seq. No. 


205250 


Seq. ID 


LIB3083-082-Q1-L1-C10 


Method 


BLASTX 


NCBI GI 


g3820614 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


120 


?; i d Ant" i fv 




NCBI Description 


(AF094516) El-like protein [Homo sapiens] 


Seq. No. 


205251 


Seq. ID 


LIB3083-082-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


g3367571 


BLAST score 


182 


E value 


1.0e-13 


Match length 


71 


% ident "itv 


•J vJ 


NCBI Description 


{AL031135} putative protein [Arabidopsis thaliana] 


Seq. No. 


205252 


Seq. ID 


LIB3083-082-Q1-L1-C3 


Method 


BLASTX 


NCBI GI 


g2467274 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


43 


% identitv 


vJ J 


NCBI Description 


(Z99759) rna binding protein [Schizosaccharomyces 


Seq. No. 


205253 


Seq. ID 


LIB3083-082-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g755150 


BLAST score 


413 


E value 


1.0e-40 


Match length 


97 


% identity 


57 


NCBI Description 


(U13670) vacuolar H+- ATPase proteolipid (16 kDa) s 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205254 

LIB3083-082-Q1-L1-C9 

BLASTX 

g2511590 

646 

8.0e-68 

138 

89 

(Y13692) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] >gi__3421111 
(AF043534) 20S proteasome beta subunit PBD1 [Arabidopsis 
thaliana] 

205255 

LIB3083-082-Q1-L1-D10 

BLASTN 

g212850 

38 

3.0e-12 

85 

87 

Chicken ubiquitin mRNA, from heat shocked embryo cells 
205256 

LIB3083-082-Q1-L1-D12 

BLASTX 

g2244816 

456 

1.0e-45 

125 

30 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
205257 

LIB3083-082-Q1-L1-D5 

BLASTX 

g3860255 

164 

2.0e-ll 

60 

62 

(AC005824) hypothetical protein [Arabidopsis thaliana] 
205258 

LIB3083-082-Q1-L1-D6 

BLASTX 

gl20669 

518 

7.0e-53 

104 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205259 

LIB3083-082-Q1-L1-D8 

BLASTX 

g4006914 

407 

6.0e-40 

117 

64 

(Z99708) serine C-palmitoyltransf erase like protein 
[Arabidopsis thaliana] 

205260 

LIB3083-082-Q1-L1-E1 

BLASTX 

g3142290 

495 

4.0e-50 

130 

78 

(AC002411) Contains similarity to gb_Z69902 from C. 
elegans. [Arabidopsis thaliana] 

205261 

LIB3083-082-Q1-L1-E11 

BLASTX 

g4193382 

384 

4.0e-37 

86 

83 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



205262 

LIB3083-082-Q1-L1-E12 

BLASTX 

g3142290 

496 

3.0e-50 

131 

78 

(AC002411) Contains similarity to gb_Z69902 from C. 
elegans. [Arabidopsis thaliana] 

205263 

LIB3083-082-Q1-L1-E2 

BLASTX 

gl706956 

579 

5.0e-60 

132 

78 

(0*58283) cellulose synthase [Gossypium hirsutum] 
205264 

LIB3083-082-Q1-L1-E4 
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Method 


II 

BLASTX 


NCBI GI 


g2098709 


BLAST score 


'477 


E value 


4.0e-48 


Match length 


132 


% identity 


67 


NCBI Description 


(U82975) 



pectinesterase [Citrus sinensis] 



Seq. No. 


205265 


Seq. ID 


LIB3083-082-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


g3935157 


BLAST score 


422 


E value 


1.0e-41 


Match length 


132 


% identity 


59 


NCBI Description 


(AC005106) T25N20.21 [Arabidopsis thaliana] 


Seq. No. 


205266 


Seq. ID 


LIB3083-082-O1-L1-E7 


Method 


BLASTX 


NCBI GI 


g3212865 


BLAST score 


578 


E value 


6.0e-60 


Match length 


130 


% identity 


88 


NCBI DescriDtion 


( AC004 00S ) nnlcnnwn nrntfain TAtaHt rior^Q ■? q thai i sna 1 


Sea. No 


205267 


Seq. ID 


LIB3083-082-O1-L1-E8 


Method 


BLASTX 


NCBI GI 

i-M XJ X \J ,X> 


a oqi 4700 


BLAST score 


631 


E value 


4 ,0e-66 


Match length 


132 


% identity 


51 


NCBI Description 


(AC003974) tRNA— Drocessincr nrotpin SEN^-like* rArabiHnnsi 9 




thalianal 


Seq. No. 


205268 


Seq. ID 


LIB3083-082-O1-L1-F1 


Method 


BLASTX 


NCBI GI 


al326163 


BLAST score 


210 


E value 


9.0e-17 


Match length 


52 


% identity 


75 


NCBI Description 


(U54704) stress related protein PvSRP [Phaseolus vulgaris 


Seq. No. 


205269 


Seq. ID 


LIB3083-082-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


g2118017 


BLAST score 


561 


E value 


7.0e-58 


Match length 


124 


% identity 


74 



28077 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



non-S-RNase (EC 3.1.-.-) - Japanese pear 
>gi_1526417_dbj_BAA08475_ (D49529) ribonuclease [Pyrus 
pyrifolia] 

205270 

LIB3083-082-Q1-L1-F11 

BLASTN 

gll43223 

269 

1.0e-150 

381 
30 

Gossypium barbadense FbLate-2 gene, complete cds 
205271 

LIB3083-082-Q1-L1-F3 

BLASTX 

g2435518 

459 

6.0e-46 

119 
82 

(AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 

205272 

LIB3083-082-Q1-L1-F5 

BLASTX 

g2160175 

286 

1.0e-25 

131 

40 

(AC000132) Strong similarity to Dianthus cysteine 
proteinase (gb_U17135) . [Arabidopsis thaliana] 

205273 

LIB3083-082-Q1-L1-F6 

BLASTX 

g2292959 

350 

4.0e-33 

130 

57 

(Z98209) hflX [Mycobacterium tuberculosis] 
205274 

LIB3083-082-Q1-L1-G12 

BLASTX 

gl871192 

276 

1.0e-24 

104 

70 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205275 

LIB3083-082-Q1-L1-G2 

BLASTX 

g2493906 

201 

1.0e-15 

129 
33 

CULLIN HOMOLOG 1 (CUL-1) >gi_1381142 (U58087) Hs-CUL-1 
[Homo sapiens] >gi_4503161_ref_NP_003583 . l_pCULl_ cullin 

205276 

LIB3083-082-Q1-L1-G3 

BLASTN 

g3449327 

58 

6.0e-24 

146 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCA23, complete sequence [Arabidopsis thaliana] 

205277 

LIB3083-082-Q1-L1-G5 

BLASTX 

g3805845 

156 

2.0e-10 

39 

72 

(AL031986) putative protein [Arabidopsis thaliana] 
205278 

LIB3083-082-Q1-L1-G7 

BLASTX 

gl655536 

335 

2.0e-31 

89 
67 

(Y09095) chloride channel [Arabidopsis thaliana] 
>gi_1742957_emb_CAA96059_ (Z71447) CLC-c chloride channel 
protein [Arabidopsis thaliana] 

205279 

LIB3083-082-Q1-L1-G8 

BLASTX 

g!16923 

180 

3.0e-13 

131 
35 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 
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Seq* No. 


205280 


Seq. ID 


LIB3083-082-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g2911148 


BLAST qrorp 


-J c* \J 


E value 


4.0e-53 


Match length 


127 


% identity 


81 


NCBI Description 


(AB005808) NADP-malic enzyme [Aloe arborescens] 


Seq. No. 


205281 


Seq. ID 


LIB3083-082-Q1-L1-H3 


Method 


BLASTN 


NCBI GI 


gl!43223 


BLAST score 


121 


E value 


2.0e-61 


Match length 


287 


% identity 


88 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete cds 


Seq. No. 


205282 


Seq. ID 


LIB3083-082-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


g2244899 


BLAST score 


295 


E value 


5.0e-27 


Match length 


85 


% identity 


69 


NCBI Description 


(Z97338) similar to UFD1 protein [Arabidopsis thaliana] 


Seq. No. 


205283 


Seq. ID 


LIB3083-082-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


g2829899 


BLAST score 


295 


E value 


1.0e-26 


Match lenath 


125 


% identity 


46 


NCBI Description 


(AC002311) similar to ripening-induced protein, 




gp_AJ001449 2465015 and major#latex protein, 




gp_X91961_1107495 [Arabidopsis thaliana] 


Seq. No. 


205284 


Seq. ID 


LIB3083-082-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


gl709251 


BLAST score 


144 


E value 


1.0e-09 



Match length 64 
% identity 44 

NCBI Description SERINE/THREONINE- PROTEIN KINASE NEK1 (NIMA- RELATED PROTEIN 
KINASE 1) >gi_110860_pir_S25284 protein kinase nekl (EC 
2.7.1.-) - mouse >gi_256855_bbs_114 985 (S45828) 
serine/threonine- and tyrosine-specif ic protein kinase, 
Nekl=NIMA cell cycle regulator homolog [mice, 
erythroleukemia cells, Peptide, 774 aa] [Mus sp.] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



205285 

LIB3083-082-Q1-L1-H8 

BLASTX 

g81816 

553 

6.0e-57 

114 

88 

tubulin beta-1 chain - soybean 



205286 

LIB3083-082-Q1-L1 

BLASTX 

g3075394 

487 

3.0e-49 

134 

73 

(AC004484 
thaliana] 



-H9 



putative beta-ketoacyl-CoA synthase 
>gi_3559809_emb_CAA09311 (AJ010713) 



[Arabidopsis 
fiddlehead 



protein [Arabidopsis thaliana] 



205287 

LIB3083-083-Q1-L1-A1 

BLASTX 

gll71866 

166 

1.0e-ll 

59 

54 

NADH-UB I QU INONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_629601_pir S48826 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 
cabbage >gi_562282_emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 

205288 

LIB3083-083-Q1-L1-A10 

BLASTX 

gll71978 

533 

1.0e-54 

128 

20 

POL YADENYLATE -BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 

poly (A) -binding protein [Arabidopsis thaliana] 

205289 

LIB3083-083-Q1-L1-A11 

BLASTX 

g4204263 

207 

2.0e-16 

84 

49 
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NCBI Description (AC005223) 40409 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI„GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



205290 

LIB3083-083-Q1-L1-A2 

BLASTX 

g3869088 

535 

6.0e-55 

102 

99 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
205291 

LIB3083-083-Q1-L1-A3 

BLASTX 

g2150027 

242 

1.0e-20 

114 

52 

(AF001269) NADP-malic enzyme [Lycopersicon esculent torn] 
205292 

LIB3083-083-Q1-L1-A8 

BLASTX 

g464987 

150 

8.0e-10 

32 

88 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858jpir S32672 ubiquitin— protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (214991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

205293 

LIB3083-083-Q1-L1-B1 

BLASTX 

g960289 

258 

2.0e-22 

67 

73 

(L34343) anthranilate synthase alpha subunit [Ruta 
graveolens] 

205294 

LIB3083-083-Q1-L1-B10 

BLASTX 

gl25887 

204 

5.0e-16 

106 
45 



28082 



NCBI Description 



ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205295 

LIB3083-083-Q1-L1-B11 

BLASTX 

g4406372 

471 

2.0e-47 

120 
72 

(AF109156) 
glomerata] 



thiosulfate sulfurtransf erase [Datisca 



205296 

LIB3083-083-Q1-L1-B12 

BLASTX 

gll72874 

170 

4.0e-12 

35 
77 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6__ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 



Seq. No. 


205297 


Seq. ID 


LIB3083-083-Q1-L1-B3 


Method 


BLASTN 


NCBI GI 


gl000085 


BLAST score 


80 


E value 


1.0e-37 


Match length 


84 


% identity 


99 


NCBI Description 


Gossypium hirsutum clone CKE6-4A 


Seq, No. 


205298 


Seq. ID 


LIB3083-083-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g3641837 


BLAST score 


374 


E value 


5.0e-36 


Match length 


130 


% identity 


61 


NCBI Description 


(AL023094) Nonclathrin coat prot< 




[Arabidopsis thaliana] 


Seq. No. 


205299 


Seq. ID 


LIB3083-083-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g4140622 


BLAST score 


190 


E value 


6.0e-15 



- like protein 



28083 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
58 

(AF090160) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140624 (AF090161) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_4140626 (AF090162) alcohol dehydrogenase A 
[Gossypium hirsutum] 

205300 

LIB3083-083-Q1-L1-B9 

BLASTX 

gl25887 

176 

5.0e-13 

90 
44 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



Seer No 


20^301 


Sea. ID 


LIB3083-083 


Method 


BLASTX 


NCBI GI 


g2388575 


BLAST score 


258 


E value 


2.0e-22 


Match length 


122 


% identity 


40 


NCBI Description 


( AC000098} 


Spct No 


90S30? 

i.U J JUL 


Spri TD 


iJlDJUO J uoo 


Method 


BLASTN 


NCBI GI 


g3046906 


BLAST score 


46 


E value 


9.0e-17 


Match length 


74 


% identity 


91 


NCBI Description 


Onchocerca 


Seq. No. 


205303 


Seq. ID 


LIB3083-083 


Method 


BLASTX 


NCBI GI 


g3169287 


BLAST score 


603 


E value 


7.0e-63 


Match length 


124 


% identity 


97 


NCBI Description 


(AF050673) - 




hirsutum] 


Seq. No. 


205304 


Seq. ID 


LIB3083-083 


Method 


BLASTX 


NCBI GI 


g4098128 


BLAST score 


598 


E value 


3.0e-62 



YUP8H12.18 [Arabidopsis thaliana] 



(tub) gene, complete cds 



vacuolar H+-ATPase catalytic subunit [Gossypium 



28084 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

128 
88 

(U73588) sucrose synthase [Gossypium hirsutum] 
205305 

LIB3083-083-Q1-L1-C5 

BLASTX 

g4006868 

220 

6.0e-18 

97 

46 

(Z99707) putative protein [Arabidopsis thaliana] 
205306 

LIB3083-083-Q1-L1-C6 

BLASTX 

g3249064 

529 

4.0e-54 

129 

75 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 

205307 

LIB3083-083-Q1-L1-C8 

BLASTX 

g4098129 

309 

2.0e-28 

59 

100 

(U73588) sucrose synthase [Gossypium hirsutum] 
205308 

LIB3083-083-Q1-L1-C9 

BLASTX 

g3114901 

238 

5.0e-20 

69 

70 

(AJ005804) pcbere [Populus balsamifera subsp. trichocarpa] 
>gi_3114905_emb_CAA06709_ (AJ005806) pceberh [Populus 
balsamifera subsp. trichocarpa] 

205309 

LIB3083-083-Q1-L1-D10 

BLASTX 

g4544399 

328 

6.0e-31 

88 

70 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 



28085 



thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205310 

LIB3083-083-Q1-L1-D11 

BLASTX 

gl!5492 

657 

3.0e-69 

128 

58 

CALMODUL IN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 



Seq, No. 


205311 


oeq. ID 


LIB3083-083-Q1-L1- 


Method 


BLASTX 


NCBI GI 


g3687389 


BLAST score 


617 


E value 


2.0e-64 


Match length 


126 


% identity 


97 


NCBI Description 


(Y16124) putative 


Seq. No. 


205312 


Seq. ID 


LIB3083-083-Q1-L1- 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


694 


E value 


2.0e-73 


Match length 


127 


% identity 


98 


NCBI Description 


(U58283) cellulose 


Seq. No. 


205313 


Seq. ID 


LIB3083-083-Q1-L1-] 


Method 


BLASTX 


NCBI GI 


g547683 


BLAST score 


673 


E value 


5.0e-71 


Match length 


133 


% identity 


95 


NCBI Description 


HEAT SHOCK COGNATE 



shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 



heat 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205314 

LIB3083-083-Q1-L1-D5 

BLASTX 

g3342552 

222 

4.0e-18 

93 

47 

{AF076979) 
thaliana] 



putative strictosidine synthase [Arabidopsis 



28086 



Seq. No. 


205315 


Seq. ID 


LIB3083-083-Q1-L1-D6 


Method 


BLASTX 


NCBI GI 


g3413167 


bLAbi score 


214 


E value 


3.0e-17 


Match length 


42 


% identity 


100 


NCBI Description 


(AJ010225) elongation factor 1-alpha [Cicer arietinum] 


Seq. No. 


205316 


Seq. ID 


LIB3083-083-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


g3935145 


BLAST score 


299 


E value 


3.0e-27 


Match length 


85 


% identity 


65 


NCBI Description 


(AC005106) T25N20.9 [Arabidopsis thaliana] 


Seq. No. 


205317 


Seq. ID 


LIB3083-083-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g!350977 


BLAST score 


148 


E value 


1.0e-09 


Match length 


33 


% identity 


85 


NCBI Description 


PROBABLE 40S RIBOSOMAL PROTEIN S30 


Seq. No. 


205318 


Seq. ID 


LIB3083-083-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


gl220453 


BLAST score 


355 


E value 


9.0e-34 


Match length 


122 


% identity 


51 


NCBI Description 


(M79328) alpha-amylase [Solanum tuberosum] 


Seq. No. 


205319 


Seq. ID 


LIB3083-083-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


g3892054 


BLAST score 


402 


E value 


3.0e-39 


Match length 


97 


% identity 


69 


NCBI Description 


(AC002330) DUtative alvcosvltran^f^rac;^ rArah-iHnnqi <? 




thaliana] 


Seq. No. 


205320 


Seq. ID 


LIB3083-083-Q1-L1-E5 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


151 


E value 


2.0e-79 



28087 



Match length 


335 


% identity 


25 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete cds 


Seq. No. 


205321 


Seq. ID 


LIB3083-083-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


g2497702 


BLAST score 


195 


E value 


5.0e-15 


Match length 


123 




oo 


NCBI Description 


OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 




>gi_2121019_pir 140710 outer membrane lipoprotein - 




Citrobacter freundii >gi_717136 (U21727) lipocalin 




precursor [Citrobacter freundii] 


Seq. No. 


205322 


Seq. ID 


LIB3083-083-Q1-L1-F10 - 


Method 


BLASTX 


NCBI GI 


g3114901 


BLAST score 


274 


E value 


3.0e-24 


ria. ten j.engt.n 


oo 


% identity 


78 


NCBI Description 


(AJ005804) pebere [Populus balsamifera subsp. trichocarpa] 




>gi_3114905_emb_CAA06709_ (AJ005806) pceberh [Populus 




balsamifera subsp. trichocarpa] 


Seq. No. 


205323 


Seq. ID 


LIB3083-083-Q1-L1-F11 


Method 


BLASTN 


NCBI GI 


g2244733 


rsiiAbi score 


Tit 
111 


E value 


1.0e-55 


Match length 


. 308 


% identity 


84 


NCBI Description 


Cotton mRNA for actin, clone CF456, partial cds 


Seq. No. 


205324 


Seq. ID 


LIB3083-083-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g2245135 


DioHoi score 


4 o o 


E value 


2.0e-49 


Match length 


120 


% identity 


72 


NCBI Description 


(Z97344) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


205325 


Seq. ID 


LIB3083-083-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g3183640 


BLAST score 


258 


E value 


2.0e-22 


Match length 


50 


% identity 


96 



28088 




NCBI Description 


(AJ005869) transmembrane channel protein [Cicer arietinum] 


Seq. No. 


205326 


Seq. ID 


LIB3083-083-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g3668092 


dlhoi score 




E value 


2.0e-28 


Match length 


75 


% identity 


81 


NCBI Description 


(AC004667) unknown protein [Arabidopsis thaliana] 


Seq. No. 


205327 


Seq. ID 


LIB3083-083-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g2493852 


BLAST score 


291 


E value 


3.0e-26 


Match length 


bo 


% identity 


84 


NCBI Description 


CYTOCHROME C OXIDASE POLYPEPTIDE VC 




>gi_1070356_einb_CAA92107_ (Z68091) cytochrome c oxidase, V 




subunit [Hordeum vulgar e] 


Seq. No. 


205328 


Seq. ID 


LIB3083-083-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


gll70373 


BLAST score 


611 


E value 


9.0e-64 


Match length 


127 


% identity 




NCBI Description 


HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 




heat shock cognate protein 70-1 - Arabidopsis thaliana 




>gi_397482_emb_CAA52684_ (X74 604) heat shock protein 70 




cognate [Arabidopsis thaliana] 


Seq. No. 


205329 


Seq. ID 


LIB3083-083-Q1-L1-F9 


Method 


BLASTN 


NCBI GI 


g2271476 


biiAbi score 


A O 

4 J 


E value 


1.0e-15 


Match length 


75 


% identity 


89 


NCBI Description 


Arabidopsis thaliana AP47/50p mRNA, complete cds 


Seq. No. 


205330 


Seq. ID 


LIB3083-083-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g4371295 


BLAST score 


442 


E value 


5.0e-44 


Match length 


120 


% identity 


76 


NCBI Description 


(AC006260) putative CCAAT-binding transcription factor 




[Arabidopsis thaliana] 



28089 



Seq. No. 


205331 


Seq. ID 


LIB3083-083-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g3882081 


BLAST score 


309 


E value 


2.0e-28 


Match length 


62 


% identity 


33 


NCBI Description 


(AJ012552) polyubiquitin [Vicia faba] 


Seq. No. 


205332 


Seq. ID 


LIB3083-083-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


g4218011 


BLAST score 


109 


E value 


2 . Oe-09 


Match length 


76 


% identity 


51 


NCBI Description 


(AC006135) putative protein kinase [Arabidopsis thalia 




>gi_4309721_gb_AAD15491_ (AC006439) putative 




serine/threonine protein kinase [Arabidopsis thaliana] 


Seq. No. 


205333 


Seq. ID 


LIB3083-083-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


g2154609 


BLAST score 


612 


E value 


6.0e-64 


Match length 


127 


% identity 


84 


NCBI Description 


(D63509) endoxyloglucan transferase related protein 




[Arabidopsis thaliana] >gi 4522010 gb AAD21783.1 




(AC007069) endoxyloglucan transferase [Arabidopsis 




thaliana] 


Seq. No. 


205334 


Seq. ID 


LIB3083-083-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g3236248 


BLAST score 


381 


E value 


7.0e-37 


Match length 


102 


% identity 


75 


NCBI Description 


(AC004684) unknown protein [Arabidopsis thaliana] 


Seq. No. 


205335 


Seq. ID 


LIB3083-083-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g3786000 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


74 


% identity 


42 


NCBI Description 


(AC0054 99) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


205336 



28090 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-083-Q1-L1-H11 

BLASTX 

g4314378 

260 

9.0e-23 

108 

47 

(AC006232) 



putative lipase [Arabidopsis thaliana] 



205337 

LIB3083-083-Q1-L1-H12 

BLASTX 

g!170409 

375 

3.0e-36 

104 

71 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT 2 2 (HD-ZIP PROTEIN 22) 
>gi_549887 (U09336) homeobox protein [Arabidopsis thaliana] 
>gi_549888 (U09337) homeobox protein [Arabidopsis thaliana] 
>gi_4490724__emb_CAB38927.1_ (AL035709) homeobox protein 
HAT22 [Arabidopsis thaliana] 

205338 

LIB3083-083-Q1-L1-H4 

BLASTX 

g4105772 

242 

1.0e-20 

52 
40 

(AF049917) PGP9B [Petunia x hybrida] 
205339 

LIB3083-083-Q1-L1-H6 

BLASTX 

g4539301 

165 

1.0e-ll 

77 

45 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



205340 

LIB3083-083-Q1-L1-H7 

BLASTN 

gll43223 

224 

1.0e-123 

380 

33 

Gossypium barbadense FbLate-2 
205341 

LIB3083-083-Q1-L1-H9 
BLASTN 



gene, complete cds 



28091 



CI 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll43223 
63 

2.0e-27 

94 

91 

Gossypium barbadense FbLate-2 gene, complete cds 
205342 

LIB3083-086-Q1-L1-A12 

BLASTX 

g3928084 

188 

2.0e-14 

94 

44 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 


205343 


Seq. ID 


LIB3083-086-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g2702272 


BLAST score 


157 


E value 


1.0e-10 


Match length 


59 


% identity 


49 


NCBI Description 


(AC003033) hypothetical 


Seq. No. 


205344 


Seq. ID 


LIB3083-086-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


g2851455 


BLAST score 


291 


E value 


1.0e-26 


Match length 


61 


% identity 


95 


NCBI Description 


DYNAMIN-LIKE PROTEIN >gi 



67213 (L36939) 
binding protein [Arabidopsis thaliana] 



dynarain-like GTP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



205345 

LIB3083-086-Q1-L1-D9 

BLASTN 

gll43223 

95 

4.0e-46 

267 

89 

Gossypium barbadense FbLate-2 gene, complete cds 
205346 

LIB3083-086-Q1-L1-F12 

BLASTX 

gll68328 

226 

6.0e-24 

90 

67 



28092 




NCBI Description ACT IN-LIKE PROTEIN 3 >gi_629878_pir S48844 actin-like 

protein - slime mold (Dictyostelium discoideum) 

>gi_2130164_pir S69002 actin-like protein - slime mold 

(Dictyostelium discoideum) >gi_56334 6_emb__CAA86553_ 
(Z46418) actin-like protein [Dictyostelium discoideum] 



Seq. No, 


205347 


Seq. ID 


LIB3083-087-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g2129495 


BLAST score 


575 


E value 


1. Oe-59 


Match length 


120 


% identity 


90 


NCBI Description 


fiber protein E6 (clone SIE6-2A) - sea-island cotton 




>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_100009 




(U30508) E6 [Gossypium barbadense] 


Seq. No. 


205348 


Seq. ID 


LIB3083-087-O1-L1 -A? 


Method 


BLASTX 


NCBI GI 


a224 4799 

\U *1 1 / _y -S 


BLAST score 


358 


E value 


4 . 0e-34 


Match length 


107 


% identity 


61 


NCBI Description 


(Z97336) carnitine racemase homolog [Arabidopsis thaliana 


Seq. No. 


205349 


Seq. ID 


LIB3083-087-O1-T.1 -A3 


Method 


BLASTX 


NCBI GI 


a2511533 


BLAST score 


201 


E value 


1. 0e-15 


Match length 


39 


% identity 


97 


NCBI Description 


(AF008121) alpha-tubulin 2 [Eleusine indica] 


Seq, No. 


205350 


Seq. ID 


LIB3083-087-O1-L1-A4 


Method 




NCBI GI 


gl850546 


BLAST sco TP 


921 


■1—1 V Q^L X LA \^ 




Match length 


77 


% identity 


68 


NCBI Description 


(U88045) syntaxin related protein AtVam3p [Arabidopsis 




thaliana] 


Seq. No. 


205351 


Seq. ID 


LIB3083-087-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


g2388689 


BLAST score 


598 


E value 


3.0e-62 


Match length 


130 


% identity 


87 



28093 



CI 



NCBI Description (AF016633) GH1 protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205352 

LIB3083-087-Q1-L1-A9 

BLASTX 

g2129495 

152 

5.0e-10 

99 

43 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 



Seq. No. 


205353 


Seq. ID 


LIB3083-087-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


g2065531 


BLAST score 


506 


E value 


2.0e-51 


Match length 


127 


% identity 


71 


NCBI Description 


(U78526) endo-1, 4-beta-glucana 


Seq. No. 


205354 


Seq. ID 


LIB3083-087-Q1-L1-B11 


Method 


BLASTX 


NCBI GI 


g2829893 


BLAST score 


231 


E value 


2.0e-19 


Match length 


112 


% identity 


46 


NCBI Description 


(AC002311) phosphoglucomutase 


Seq. No. 


205355 


Seq. ID 


LIB3083-087-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g2129473 


BLAST score 


295 


E value 


1.0e-26 


Match length 


105 


% identity 


56 


NCBI Description 


arabinogalactan-like protein - 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



(U09556) arabinogalactan-like protein [Pinus taeda] 
205356 

LIB3083-087-Q1-L1-B5 

BLASTX 

g2323344 

552 

7.0e-57 

126 

79 

(AF014806) alpha-glucosidase 1 [Arabidopsis thaliana] 
205357 

LIB3083-087-Q1-L1-B8 



28094 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3641868 

412 

2.0e-40 

110 

71 

(AJ011012) 



hypothetical protein [Cicer arietinum] 



205358 

LIB3083-087-Q1-L1-C2 

BLASTX 

g4098129 

694 

2.0e-73 

130 

98 

(U73588) sucrose synthase [Gossypium hirsutum] 
205359 

LIB3083-087-Q1-L1-C3 

BLASTX 

g4235430 

481 

2.0e-48 

113 

81 

(AF098458) latex-abundant protein [Hevea brasiliensis] 
205360 

LIB3083-087-Q1-L1-C4 

BLASTX 

g4235430 

146 

9.0e-14 

91 

52 

(AF098458) latex-abundant protein [Hevea brasiliensis] 
205361 

LIB3083-087-Q1-L1-C7 

BLASTX 

gll74171 

190 

2.0e-14 

70 
54 

(U44947) NTH1 [Pisum sativum] 



205362 

LIB3083-087-Q1-L1-C9 

BLASTX 

g2500354 

605 

4.0e-63 

124 

91 

60S RIBOSOMAL PROTEIN 



L10 (EQM) >gi_1902894_dbj_BAA19462_ 



28095 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



(AB001891) QM family protein [Solanum melongena] 
205363 

LIB3083-087-Q1-L1-D1 

BLASTX 

g2829899 

291 

3.0e-26 

125 

46 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp X91961 11074 95 [Arabidopsis thaliana] 



Seq. No. 


205364 


Seq. ID 


LIB3083-087-Q1-L1-D3 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST qporp 


131 


E value 


2.0e-67 




376 




50 


NCBI Descriotion 


Gossvoium barbadense FbLate— 2 crene. coirrolete 


Seq. No. 


205365 


Seq. ID 


LIB3083-087-Q1-L1-E1 


Mpt"hor3 


BLASTX 


NCBI GI 


a3927825 




4 67 


E valup 

■I— 1 V CI .A. m 


5.0e-47 




103 


o -Lv^idi l. x l. y 


85 


NCBI Description 


(AC005727) putative dTDP-glucose 4-6-dehydrat 




[Arabidopsis thaliana] 


Seq. No. 


205366 


Seq. ID 


LIB3083-087-O1-L1-E10 


Method 


BLASTX 


NCBI GI 


g3063447 


BLAST score 


153 


E value 


4.0e-10 


Match length 


129 


% identity 


6 


NCBI Description 


(AC003981) F22013.9 [Arabidopsis thaliana] 


Seq. No. 


205367 


Seq. ID 


LIB3083-087-Q1-L1-E12 


Method 


BLASTN 


NCBI GI 


gl!43223 


BLAST score 


144 


E value 


3.0e-75 


Match length 


378 


% identity 


50 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete 


Seq. No. 


205368 


Seq. ID 


LIB3083-087-Q1-L1-E3 



cds 



28096 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



# 

BLASTX 
g!70354 
207 

1.0e-16 

52 

16 

(M74156) 



pentameric polyubiquitin [Nicotiana sylvestris] 



205369 

LIB3083-087-Q1-L1-E4 

BLASTN 

g3108237 

64 

2.0e-27 

195 

45 

Gossypium barbadense clone pXP004 repetitive DNA sequence 



205370 
LIB3083-087-Q1-L1-E9 
BLASTX 
g2501490 
154 

3.0e-10 

80 
47 

FLAVONOL 3-O-GLUCOSYLTRANSFERASE (UDP-GLUCOSE FLAVONOID 
3-O-GLUCOSYLTRANSFERASE) >gi_1620013_dbj_BAA12737_ (D85186) 
UDP-glucose : flavonoid-3-glucosyltransf erase [Gentiana 
triflora] 

205371 

LIB3083-087-Q1-L1-F4 

BLASTX 

g3367523 

405 

1.0e-39 

117 

64 

(AC004392) ESTs gb_AA728658 and gb_N95943 come from this 
gene. [Arabidopsis thaliana] 

205372 

LIB3083-087-Q1-L1-F6 

BLASTN 

g4151090 

33 

5.0e-09 

53 

91 

Stylosanthes guianensis microsatellite SSR1-24 
205373 

LIB3083-087-Q1-L1-F7 

BLASTX 

g4325367 

173 



28097 



o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-12 

42 

74 

(AF128396) contains similarity to Nicotiana tabacum B-type 
cyclin (GB:D50737) [Arabidopsis thaliana] 

205374 

LIB3083-087-Q1-L1-F9 

BLASTX 

g2160156 

463 

2.0e-46 

127 

66 

(AC000132) Strong similarity to S. pombe leucyl-tRNA 
synthetase (gb Z73100) . [Arabidopsis thaliana] 



Seq. No. 


205375 


Seq. ID 


LIB3G83-087-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g2935416 


BLAST score 


157 


E value 


4.0e-ll 


Match length 


53 


% identity 


66 


NCBI Description 


(AF047896) isoflavone reductase homolog [Betula 


Seq. No. 


205376 


Seq. ID 


LIB3083-087-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g4218011 


BLAST score 


272 


E value 


5.0e-24 


Match length 


125 


% identity 


51 


NCBI Description 


(AC006135) putative protein kinase [Arabidopsis 



>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 


205377 


Seq. ID 


LIB3083-087-Q1-L1-G6 


Method 


BLASTN 


NCBI GI 


g!143223 


BLAST score 


139 


E value 


3.0e-72 


Match length 


372 


% identity 


50 


NCBI Description 


Gossypium barbadense 


Seq. No. 


205378 


Seq. ID 


LIB3083-087-Q1-L1-H1 


Method 


BLASTN 


NCBI GI 


g!143223 


BLAST score 


252 


E value 


1.0e-139 


Match length 


380 


% identity 


52 



-2 gene, complete cds 



28098 



NCBI Description Gossypium barbadense FbLate-2 gene, complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205379 

LIB3083-087-Q1-L1-H2 

BLASTX 

g267069 

613 

4.0e-64 

116 

97 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

205380 

LIB3083-087-Q1-L1-H3 

BLASTX - 

g2129495 

229 

4.0e-31 

115 
64 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205381 

LIB3083-087-Q1-L1-H4 

BLASTX 

g3511285 

382 

6.0e-37 

90 

79 

(AF081534) cellulose synthase [Populus alba x Populus 
tremula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



205382 

LIB3083-087-Q1-L1-H5 

BLASTX 

g466160 

373 

7.0e-36 

84 
85 

HYPOTHETICAL 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 

205383 

LIB3083-087-Q1-L1-H6 

BLASTX 

gl36636 

406 

9.0e-40 



28099 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



80 
93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb__lAAK_ Ubiquitin 
Conjugating Enzyme (E.C.6.3.2. 19) >gi_2981894_pdb__2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

205384 

LIB3083-087-Q1-L1-H7 

BLASTX 

g2129473 

198 

2.0e-15 

77 

49 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq* No. 


205385 


Seq. ID 


LIB3083-087-Q1-L1-H8 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


119 


E value 


2.0e-60 


Match length 


336 


% identity 


91 


NCBI Description 


Gossypium barbadense ] 


Seq. No. 


205386 


Seq. ID 


LIB3083-088-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


gl666234 


BLAST score 


509 


E value 


5.0e-52 


Match length 


95 


% identity 


98 


NCBI Description 


(U76193) actin [Pisum 




[Pisum sativum] 


Seq. No. 


205387 


Seq. ID 


LIB3083-088-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


gl00203 


BLAST score 


210 


E value 


5.0e-17 


Match length 


80 


% identity 


61 



complete cds 



>gi_1724143 (U81049) actin 



NCBI Description 



cysteine proteinase (EC 3.4.22.-) precursor - tomato 
>gi_19195_emb_CAA78403_ (Z14028) pre-pro-cysteine 
proteinase [Lycopersicon esculentum] 



Seq. No. 



205388 



28100 




Seq. ID 


LIB3083-088-Q1-L1-B12 


Method 


BLASTX 


NCBI GI 


g2760330 


BLAST score 




E value 


7.0e-23 


Match length 


58 


% identity 


79 


NCBI Description 


(AC002130) F1N21.15 [Arabidopsis thaliana] 


Seq. No, 


205389 


Seq. ID 


LIB3083-088-Q1-L1-B2 


Method 


BLASTN 


NCBI GI 


g451543 


BLAST score 


234 


E value 


1.0e-129 


Match length 


o o n 

329 


% identity 


93 


NCBI Description 


Gossypium barbadense Sea Island proline-rich cell wall 


protein gene complete cds. >gi_I598725_gb_I18370__I18370 




Sequence 25 from patent US 


Seq. No. 


205390 


Seq. ID 


LIB3083-088-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g3290020 


BLAST score 


334 


E value 


2 . Oe-33 


Match length 


103 


% identity 


78 


NCBI Description 


(AF044172) cysteine synthase; CS-A; O-acetylserine (thiol) 




lyase; cytosolic isoform [Solanum tuberosum] 


Seq. No. 


205391 


Seq. ID 


LIB3083-088-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g3172538 


BLAST score 


377 


E value 


2.0e-36 


Match length 


116 


% identity 


69 


NCBI Description 


(AF067789) t SNARE AtTLG2p [Arabidopsis thaliana] 


Seq. No. 


205392 


Seq. ID 


LIB3083-088-Q1-L1-C11 


Method 


BLASTX 


NCBI GI 


g2065531 


BLAST score 


457 


E value 


9.0e-46 


Match length 


112 


% identity 


73 


NCBI Description 


(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 


Seq. No. 


205393 


Seq. ID 


LIB3083-088-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


g4512712 


BLAST score 


380 



28101 



E value 


7.0e-37 


Match length 


88 


% identity 


73 


NCBI Description 


(AC006569) unknown protein 


Seq. No. 


205394 


Seq. ID 


LIB3083-088-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


g4415992 


BLAST score 


634 


E value 


2.0e-66 


Match length 


121 


% identity 


99 


NCBI Description 


(AF059288) beta-tubulin 2 


Seq. No. 


205395 


Seq. ID 


LIB3083-088-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


gl314712 


BLAST score 


589 


E value 


3. Oe-61 


Match length 


132 


% identity 


83 


NCBI Description 


(U54615) calcium-de pendent 




thaliana] 


Seq. No. 


205396 


Seq. ID 


LIB3083-088-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g435039 


BLAST score 


163 


E value 


3. Oe-11 


Match length 


31 


% identity 


100 


NCBI Description 


(L17308) proline-rich cell 




hirsutum] 


Seq. No. 


205397 


Seq. ID 


LIB3083-088-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


gl256830 


BLAST score 


322 


E value 


2.0e-30 


Match length 


75 


% identity 


76 


NCBI Description 


(U52970) cysteine endopept. 




>gi_2 95941 8_emb_CAAl 2 1 1 8__ 




[Phaseolus vulgaris] 


Seq* No. 


205398 


Seq. ID 


LIB3083-088-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


566 


E value 


1. Oe-61 


Match length 


122 


% identity 


99 



[Eleusine indica] 



[Arabidopsis 



[Gossypium 



idase 1 [Phaseolus vulgaris] 
(AJ224766) cysteine protease 



28102 



NCBI Description 



(U58283) cellulose synthase [Gossypium hirsutum] 



Seq. No. 


205399 


Seq. ID 


LIB3083-088-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g2244732 


BLAST score 


318 


E value 


2.0e-29 


Match length 


62 


% identity 


92 


NCBI Description 


(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 


Seq. No. 


205400 


Seq. ID 


LIB3083-088-Q1-L1-D4 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


534 


E value 


6.0e-55 


Match length 


105 


% identity 


96 


NCBI Description 


(U58283) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


205401 


Seq. ID 


LIB3083-088-Q1-L1-D6 


Method 


BLASTX 


NCBI GI 


g2252840 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


61 


% identity 


56 


NCBI Description 


(AF013293) contains regions of similarity to Haemophilus 




influenzae permease (SP:P38767) [Arabidopsis thaliana] 


Seq. No. 


205402 


Seq. ID 


LIB3083-088-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


gl854386 


BLAST score 


440 


E value 


8.0e-44 


Match length 


117 


% identity 


72 


NCBI Description 


(AB001375) similar to soluble NSF attachment protein [Vit 




vinif era] 


Seq. No. 


205403 


Seq. ID 


LIB3083-088-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g4263695 


BLAST score 


193 


E value 


6.0e-15 


Match length 


105 


% identity 


20 


NCBI Description 


(AC006223) putative myosin II heavy chain [Arabidopsis 




thaliana] 


Seq. No. 


205404 


Seq. ID 


LIB3083-088-Q1-L1-E4 



28103 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3080420 

381 

8.0e-37 

132 

56 

(AL022604) 
thaliana] 



putative sugar transporter protein [Arabidopsis 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205405 

LIB3083-088-Q1-L1-E6 

BLASTX 

g4263695 

180 

2.0e-13 
108 
12 

(AC006223) 
thaliana] 



putative myosin II heavy chain [Arabidopsis 



Seq. No. 


205406 


Seq. ID 


LIB3083-088-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


g4150963 


BLAST score 


191 


E value 


1.0e-14 


Match length 


76 


% identity 


50 


NCBI Description 


(Y18620) DsPTPl protein [Arabidops 


Seq. No. 


205407 


Seq. ID 


LIB3083-088-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


gl351856 


BLAST score 


600 


E value 


2.0e-62 


Match length 


121 


% identity 


95 


NCBI Description 


ACONITATE HYDRATASE, CYTOPLASMIC ( 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



(ACONITASE) >gi_868003_dbj_BAA06108_ (D29629) 
[Cucurbita sp.] 

205408 

LIB3083-088-Q1-L1-F11 

BLASTX 

g2500521 

207 

2.0e-16 

48 

81 

EUKARYOTIC 
>gi_485945_ 
tabacum] 



aconitase 



INITIATION FACTOR 4A-15 (EIF-4A-15) 
emb CAA55739 (X79138) NeIF-4A15 [Nicotiana 



205409 

LIB3083-088-Q1-L1-F12 
BLASTX 



28104 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl703375 
496 

2.0e-50 

96 

100 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj__BAA08259_ (D45420) 
DcARFl [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205410 

LIB3083-088-Q1-L1-F4 

BLASTX 

gl703380 

358 

3.0e-34 

71 

100 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205411 

LIB3083-088-Q1-L1-F8 

BLASTX 

g4008072 

320 

1.0e-29 

119 

49 

(AF105425) chitinase [Cynodon dactylon] 



205412 

LIB3083-088-Q1-L1-G4 
BLASTX 
g!173209 
336 

2.0e-31 

68 
99 

4 OS RIBOSOMAL PROTEIN 
protein SI 6 protein - 
>gi_4 3965 4_emb_CAA5 3 5 67 
[Gossypium hirsutum] 



S16 >gi_541835_pir 
upland cotton 

(X75954) RS16 protein, 



S41193 ribosomal 



4 OS subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



205413 

LIB3083-088-Q1-L1-G6 

BLASTX 

gl279588 

406 

1.0e-39 

117 

66 

(Z71749) glutathione S- 
plumbaginifolia] 

205414 

LIB3083-088-Q1-L1-G7 

BLASTX 

gl34101 



■transferase [Nicotiana 



28105 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



587 

6.0e-61 

133 
90 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT (60 KD 
CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_72958_pir HHCSBA ribulose-bisphosphate carboxylase 

subunit-binding protein alpha chain - castor bean 
( fragment) 



Seq. No* 


205415 


Seq. ID 


LIB3083-088-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g4512658 


BLAST score 


146 


E value 


1.0e-09 


Match length 


79 


% identity 


35 


NCBI Descriotion 


(AC006931) hypothetical protein 


Sea No 


205416 


Sea TO 


LIB3083-088-O1-L1-H11 


L1C LltUU 


RT.A9TX 


NCBI GI 


al256830 


BLAST score 


517 


E value 


8.0e-53 


Match length 


119 


% identity 


80 


NCBI Description 


(U52970) cysteine endopeptidase 




>gi_2959418_emb_CAA12118_ (AJ22' 




[Phaseolus vulgaris] 


Seq. No. 


205417 


Seq. ID 


LIB3083-088-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g547684 


BLAST score 


408 


E value 


3.0e-40 


Match length 


92 


% identity 


89 



1 [Phaseolus vulgaris] 



NCBI Description 



HEAT SHOCK PROTEIN 82 >gi_100336__pir S18865 heat shock 

protein 82 - common tobacco (fragment) 

>gi_19880_emb_CAA44877_ (X63195) heat shock protein 82 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205418 

LIB3083-088-Q1-L1-H2 

BLASTX 

g4115933 

407 

8.0e-40 

116 

76 

(AF118223) contains similarity to human RNA polymerase II 
complex component SRB7 (GB.U52960) [Arabidopsis thaliana] 



Seq. No. 



205419 



28106 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-088-Q1-L1-H3 

BLASTX 

g2129473 

196 

4.0e-15 

114 
43 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205420 

LIB3083-088-Q1-L1-H5 

BLASTX 

g3327868 

168 

6.0e-12 

112 

38 

(AB012912) COPl-Interacting Protein 7 (CIP7) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-H6 



205421 

LIB3083-088-Q1-L1- 
BLASTN 
g2829205 
394 

0.0e+00 

402 

19 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

205422 

LIB3083-088-Q1-L1-H7 

BLASTX 

g3342552 

254 

6.0e-22 

101 

48 

(AF076979) putative strictosidine synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205423 

LIB3083-088-Q1-L1-H9 

BLASTX 

g728938 

422 

8.0e-42 

102 

75 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
( PYROPHOSPHATE- ENERGI ZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_322841_pir JC1466 inorganic pyrophosphatase 

(EC 3.6.1.1) - barley >gi_285638_dbj_BAA02717_ (D13472) 
inorganic pyrophosphatse ase T [Hordeum vulgare] 



28107 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



205424 

LIB3083-089-Q1-L1-A11 

BLASTX 

gl350956 

483 

8.0e-49 

100 

94 

40S RIBOSOMAL PROTEIN S20 (S22) 
205425 

LIB3083-089-Q1-L1-B10 

BLASTX 

g3184054 

561 

5.0e-58 

130 

85 

(AJ223318) MADS-box transcription factor 



205426 

LIB3083-089-Q1-L1-B11 

BLASTX 

g4091008 

302 

2.0e-27 

108 

56 

(AF040700) methionyl-tRNA synthetase 



[Pisum sativum] 



[Oryza sativa] 



205427 

LIB3083-089-Q1-L1-C10 

BLASTX 

g2129932 

660 

1.0e-69 

120 
96 

myb-related transcription factor TMH1 - tomato 
>gi__1167486_emb_CAA64615_ (X95297) transcription factor 
[Lycopersicon esculentum] 

205428 

LIB3083-089-Q1-L1-C11 

BLASTX 

g3668086 

306 

9.0e-32 

131 

58 

(AC004667) unknown protein [Arabidopsis thaliana] 
205429 

LIB3083-089-Q1-L1-C2 

BLASTX 

g3115374 

295 



28108 



II 



E value 


1.0e-26 




Match length 


104 




% identity 


59 




NCBI Description 


(AF002016) 


acyl CoA oxidase homolog [Cucurbita sp.] 


Seq. No. 


205430 




Seq. ID 


LIB3083-08< 


)-Ql-Ll-C6 


Method 


BLASTX 




NCBI GI 


g2618699 




BLAST score 


233 




E value 


2.0e-19 




Match length 


116 




% identity 


41 


unknown protein [Arabidopsis thaliana] 


NCBI Description 


(AC002510) 


Seq. No. 


205431 




Seq. ID 


LIB3083-089-Q1-L1-C8 


Method 


BLASTX 




NCBI GI 


g4539324 




BLAST score 


364 




E value 


8.0e-35 




Match length 


121 




% identity 


64 


kinesin like protein [Arabidopsis thaliana] 


NCBI Description 


(AL035679) 


Seq* No. 


205432 




Seq. ID 


LIB3083-089-Q1-L1-C9 


Method 


BLASTX 




NCBI GI 


g3582436 




BLAST score 


507 




E value 


1.0e-51 




Match length 


121 




% identity 


81 


beta-D-glucan exohydrolase [Nicotiana tabacum] 


NCBI Description 


(AB017502) 


Seq. No. 


205433 




Seq. ID 


LIB3083-089-Q1-L1-D10 


Method 


BLASTX 




NCBI GI 


gl362086 




BLAST score 


666 




E value 


3.0e-70 




Match length 


129 




% identity 


97 




NCBI Description 


5-methyltetrahydropteroyltriglutamate — homocysteine 



S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi__2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



205434 

LIB3083-089-Q1-L1-D11 

BLASTX 

gll71866 

370 

2.0e-35 



28109 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



115 
63 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_629601_pir S48826 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5*3) chain PSST - wild 
cabbage >gi_562282_emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 

205435 

LIB3083-089-Q1-L1-D12 

BLASTX 

gl703375 

441 

8.0e-44 

85 

100 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 





Jt Ju 


oeq. ±u 


T.TR^fifi ^-08 9-01 -L1-D6 


Mennoa 


dt TV qrpy 




al706958 


bbAbi score 


*i DO 


E value 


l . ue 4t o 


Match length 


13 / 


% identity 


63 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


beq. No. 


ZU O *t .3 / 


Seq. ID 


T 7 — Ofi Q— Hi — T,1 —HQ 


raeunou. 




MOOT T 

NCBI GI 


g^ LKJHdL 4 Z 


BLAST score 


318 


E value 


2.0e-29 


Match length 


62 


% identity 


100 


NCBI Description 


(AF034266) palmitoyl-acyl carrier protein thioesterase 




[Gossypium hirsutum] 


Seq. No. 


205438 


Seq. ID 


LIB3083-089-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g2864609 


BLAST score 


183 


E value 


1.0e-13 


Match length 


68 


% identity 


54 


NCBI Description 


(AL021811) putative protein [Arabidopsis thaliana] 




>gi 4 04 9337_emb_CAA22562_ (AL034567) putative protein 




[Arabidopsis thaliana] 


Seq. No. 


205439 


Seq. ID 


LIB3083-089-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


507 



28110 



E value 1.0e-51 

Match length 98 

% identity 100 

NCBI Description (U58283) cellulose synthase [Gossypium hirsutum] 

Seq. No. 205440 

Seq. ID LIB3083-089-Q1-L1-E4 

Method BLASTX 

NCBI GI g398847 

BLAST score 219 

E value 1.0e-37 

Match length 111 

% identity 82 

NCBI Description (X74655) beta-4 tubulin [Zea mays] 




Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205441 

LIB3083-089-Q1-L1-E8 

BLASTX 

gll72557 

183 

1.0e-13 

55 
64 

OUTER PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE-DEPENDENT 
ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

>gi_422030_pir S3414 6 porin porl - maize 

>gi_626044_pir A55017 porin, plastid - maize 

>gi_313136_emb_CAA51828_ (X73429) porin [Zea mays] 

205442 

LIB3083-089-Q1-L1-F2 

BLASTX 

g3142289 

149 

1.0e-09 

50 
62 

(AC002411) Strong similarity to beta-keto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205443 

LIB3083-089-Q1-L1-F4 

BLASTX 

g3142300 

503 

4.0e-51 

126 
73 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 205444 

Seq. ID LIB3083-089-Q1-L1-F6 

Method BLASTX 

NCBI GI g3549666 



28111 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



357 

5.0e-34 

87 

78 

(AL031394) putative protein [Arabidopsis thaliana] 
205445 

LIB3083-089-Q1-L1-F8 

BLASTX 

g82426 

604 

6.0e-63 

126 

45 

ubiquitin precursor - barley (fragment) 

>gi_7557 63_emb__CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 

205446 

LIB3083-089-Q1-L1-F9 

BLASTX 

g267069 

592 

1.0e-61 

109 

99 

TUBULIN ALP HA- 2 /ALPHA- 4 CHAIN >gi_320183__pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205447 

LIB3083-089-Q1-L1-G10 

BLASTX 

gll74592 

573 

5.0e-67 

132 

95 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205448 

LIB3083-089-Q1-L1-G12 

BLASTX 

g2501490 

280 

6.0e-25 

125 

43 

FLAVONOL 3-O-GLUCOSYLTRANSFERASE (UDP-GLUCOSE FLAVONOID 
3 -O-GLUCOSYL TRANSFERASE ) >gi_1620013_dbj_BAA12737_ (D85186) 
UDP-glucose : flavonoid-3-glucosyltransf erase [Gentiana 
triflora] 



Seq. No. 



205449 



28112 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-089-Q1-L1-G2 

BLASTX 

gll74498 

464 

1.0e-46 

110 
78 

SYNAPTOBREVTN- RELATED PROTEIN >gi_600710 (M90418) formerly 
called HAT24; synaptobrevin-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205450 

LIB3083-089-Q1-L1-G6 

BLASTX 

gl705678 

205 

2.0e-16 

49 

84 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 



Seq. No. 


205451 


Seq. ID 


LIB3083-089-Q1-L1-G8 


Method 


BLASTN 


NCBI GI 


g2695704 


BLAST score 


39 


E value 


1.0e-12 


Match length 


175 


% identity 


87 


NCBI Description 


A. thaliana constans gene 


Seq. No. 


205452 


Seq. ID 


LIB3083-089-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


gl702983 


BLAST score 


354 


E value 


1.0e-33 


Match length 


110 


% identity 


60 


NCBI Description 


AUXIN-REPRESSED 12.5 KD 



PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 
>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205453 

LIB3083-089-Q1-L1-H11 

BLASTX 

g4455206 

434 

5.0e-43 

130 

70 

(AL035440) putative beta-1, 3-glucanase 
thaliana] 



[Arabidopsis 



28113 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205454 

LIB3083-089-Q1-L1-H12 

BLASTX 

g3461831 

232 

2.0e-19 

50 

90 

(AC004138) unknown protein [Arabidopsis thaliana] 
205455 

LIB3083-08 9-Q1-L1-H8 

BLASTX 

g4580398 

280 

6.0e-25 

88 

61 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205456 

LIB3083-090-Q1-L1-A11 

BLASTX 

g2129495 

284 

1.0e-25 

86 

69 

fiber protein E6 {clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 

205457 

LIB3083-090-Q1-L1-A2 * 

BLASTX 

g3114901 

365 

6.0e-35 

95 

75 

(AJ005804) pcbere [Populus balsamif era subsp. trichocarpa] 
>gi_3114 905_emb_CAA06709_ (AJ005806) pceberh [Populus 
balsamif era subsp. trichocarpa] 

205458 

LIB3083-090-Q1-L1-A3 

BLASTX 

g2160156 

429 

1.0e-42 

109 

72 

(AC000132) Strong similarity to S. pombe leucyl-tRNA 
synthetase (gb_Z7 3100) . [Arabidopsis thaliana] 



28114 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205459 

LIB3083-090-Q1-L1-A4 

BLASTX 

g2239091 

267 

2.0e-23 

127 

45 

(Z84571) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205460 

LIB3083-090-Q1-L1-A6 

BLASTX 

g2129473 

249 

2.0e-21 

101 
51 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205461 

LIB3083-090-Q1-L1-A7 

BLASTX 

g4185511 

525 

1.0e-53 
113 
86 

(AF102822) 
thaliana] 



actin depolymerizing factor 4 [Arabidopsis 



Seq. No. 


205462 


Seq. ID 


LIB3083-090 


Method 


BLASTX 


NCBI GI 


g3695388 


BLAST score 


247 


E value 


4.0e-21 


Match length 


78 


% identity 


55 


NCBI Description 


(AF096371) 


Seq. No. 


205463 


Seq. ID 


LIB3083-090 


Method 


BLASTX 


NCBI GI 


g3885328 


BLAST score 


431 


E value 


1.0e-42 


Match length 


122 


% identity 


65 


NCBI Description 


(AC005623) 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



205464 

LIB3083-090-Q1-L1-B1 
BLASTX 



28115 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g585973 
557 

2.0e-57 

124 

89 

FRUCTOKINASE >gi_62 6018_pir S39997 fructokinase (EC 

2.7.1.4) - potato >gi_297015_emb_CAA78283_ (Z12823) 

fructokinase [Solanum tuberosum] >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 

205465 

LIB3083-090-Q1-L1-B12 

BLASTX 

g3702332 

160 

6.0e-ll 

109 
28 

(AC005397) unknown protein [Arabidopsis thaliana] 
205466 

LIB3083-090-Q1-L1-B2 

BLASTX 

g4406372 

408 

6.0e-40 
123 
64 

(AF109156) 
glomerata] 



thiosulfate sulfurtransf erase [Datisca 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205467 

LIB3083-090-Q1-L1-B3 

BLASTX 

g586076 

620 

6.0e-65 

116 

97 

TUBULIN BETA- 1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636__emb_CAA49736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 

205468 

LIB3083-090-Q1-L1-B4 

BLASTX 

g4415992 

663 

7.0e-70 

128 

99 

(AF059288) beta-tubulin 2 [Eleusine indica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



205469 

LIB3083-090-Q1-L1-B5 

BLASTX 

g3953458 



28116 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



509 

7.0e-52 

120 

85 

(AC002328) F20N2.3 [Arabidopsis thaliana] 
205470 

LIB3083-090-Q1-L1-B6 

BLASTX 

g3193303 

417 

5.0e-41 

124 
61 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205471 

LIB3083-090-Q1-L1-C1 

BLASTX 

g70642 

616 

2.0e-64 

126 

22 

ubiquitin precursor - Arabidopsis thaliana 

>gi_17678_emb_CAA31331_ (X12853) polyubiquitin (AA 1 - 382) 
[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_2264 99_prf 1515347A 

poly-ubiquitin [Arabidopsis thaliana] 

205472 

LIB3083-090-Q1-L1-C10 

BLASTX 

g4193388 

426 

4.0e-42 

101 

83 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

205473 

LIB3083-090-Q1-L1-C2 

BLASTX 

gll74592 

687 

1.0e-72 

132 

97 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_j>ir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 



205474 



28117 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-090-Q1-L1-C3 

BLASTX 

g2529668 

244 

4.0e-21 

74 
68 

(AC002535) putative photolyase/blue-light receptor 
[Arabidopsis thaliana] >gi_3319288 (AF053366) 
photolyase/blue light photoreceptor PHR2 [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205475 

LIB3083-090-Q1-L1-C4 

BLASTX 

g267082 

429 

2.0e-42 

105 

80 

TUBULIN BETA- 8 CHAIN >gi_32018 9_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205476 

LIB3083-090-Q1-L1-C7 

BLASTX 

g2583123 

148 

2.0e-09 
60 
50 

(AC002387) 
thaliana] 



putative nucleotide sugar epimerase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205477 

LIB3083-090-Q1-L1-C9 

BLASTX 

g4006848 

339 

7.0e-32 

85 

78 

(AJ131433) selenocysteine methyltransferase 
bisulcatus] 



[Astragalus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205478 

LIB3083-090-Q1-L1-D1 

BLASTX 

g3193316 

389 

9.0e-38 

88 

84 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



28118 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205479 

LIB3083-090-Q1-L1-D10 

BLASTX 

gl!3449 

150 

1.0e-09 

123 

32 

PROBABLE ATP- DEPENDENT PERMEASE PRECURSOR 

>gi_83202_pir S19421 ATP-dependent permease ADP1 precursor 

- yeast (Saccharomyces cerevisiae) 

>gi_1907154_emb_CAA42328_ (X59720) YCROllc, len:1049 
[Saccharomyces cerevisiae] 



Seq. No. 


205480 




LIB3083-090-Q1-L1-D2 


Luc L. 11 UU. 






al 706958 


Diinu 1 DUUi c 


529 


TP TTa Til a 


3 . Oe-54 


rid u oil j_t5iiyL.il 


103 




96 


INUJjX UcSCL J-P L J.U11 


fnRR?84l r^llnlose svnthase fGossvoiuiri hirsutuml 


Seq. No. 


205481 


oeq. xu 


T.IR3083-090-O1-L1-D3 




RT.A^TX 




rr9944fi 1 




163 


TP tt a 1 n a 




i v iaL.cri j-eiiy en 


4? 


9: "i H(=-r» t" 1 t" V 

t5 J- II L l _y 


74 


NLDi UcSCLipUXUIl 


(Z97^n6} hvnothetieal orotein TArabidopsis thaliana] 


Seq. No. 


205482 


oeq. iu 


T.TR3083-090-O1-L1-D4 


lYieunoa 


JP J-irrO x x\ 






BLAST score 


374 


E value 


6.0e-36 


Match length 


102 


% identity 


73 


NCBI Description 


(AL035679) putative proton pump [Arabidopsis thaliana] 


Seq. No. 


205483 


Seq. ID 


LIB3083-090-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


330 


E value 


2.0e-31 


Match length 


70 


% identity 


90 


NCBI Description 


(U91995) Argonaute protein [Arabidopsis thaliana] 


Seq. No. 


205484 


Seq. ID 


LIB3083-090-Q1-L1-D6 


Method 


BLASTX 



28119 




NCBI GI gl706956 

BLAST score 660 

E value 2.0e-69 

Match length 127 

% identity 98 

NCBI Description (U58283) cellulose synthase [Gossypium hirsutum] 

Seq. No. 205485 

Seq. ID LIB3083-090-Q1-L1-D7 

Method BLASTX 

NCBI GI gl706956 

BLAST score 491 

E value 6.0e-50 

Match length 95 

% identity 99 

NCBI Description (U58283) cellulose synthase [Gossypium hirsutum] 

Seq. No. 205486 

Seq. ID LIB3083-090-Q1-L1-D8 

Method BLASTX 

NCBI GI g4098129 

BLAST score 703 

E value 1.0e-74 

Match length 130 

% identity 99 

NCBI Description (U73588) sucrose synthase [Gossypium hirsutum] 

Seq. No. 205487 

Seq. ID LIB3083-090-Q1-L1-E4 

Method BLASTN 

NCBI GI g2865522 

BLAST score 38 

E value 6.0e-12 

Match length 103 

% identity 92 

NCBI Description Lavatera thuringiaca cold regulated LTCOR18 (LtCorlS) mRNA, 
complete cds 

Seq. No. 205488 

Seq. ID LIB3083-090-Q1-L1-E5 

Method BLASTX 

NCBI GI g3668086 

BLAST score 310 

E value 2.0e-28 

Match length 128 

% identity 54 

NCBI Description (AC004 667) unknown protein [Arabidopsis thaliana] 

Seq. No. 205489 

Seq. ID LIB3083-090-Q1-L1-E6 

Method BLASTX 

NCBI GI g!707017 

BLAST score 647 

E value 5.0e-68 

Match length 131 

% identity 93 

NCBI Description (U78721) RNA helicase isolog [Arabidopsis thaliana] 



28120 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205490 

LIB3083-090-Q1-L1-E7 

BLASTX 

gll71642 

209 

7.0e-17 

81 
49 

PROBABLE SERINE/THREONINE-PROTEIN KINASE NAK 

>gi_481206_pir S38326 protein kinase - Arabidopsis 

thaliana >gi_166809 (L07248) protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205491 

LIB3083-090-Q1-L1-E8 

BLASTX 

g2104691 

187 

5.0e-14 

111 
34 

(U92794) alpha .glucosidase II, beta subunit [Mus musculus] 



205492 

LIB3083-090-Q1-L1-F1 

BLASTX 

gl35452 

365 

1.0e-48 

121 

74 

TUBULIN BETA-1 CHAIN >gi_170060 (M21296) 
[Glycine max] 



S-beta-1 tubulin 



205493 

LIB3083-090-Q1-L1-F10 

BLASTX 

g3858935 

328 

1.0e-30 

92 

66 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205494 

LIB3083-090-Q1-L1-F4 

BLASTX 

g3360291 

261 

8.0e-23 
123 

(AF023165) leucine-rich repeat transmembrane protein kinase 



28121 



2 [Zea mays] 



Seq. No. 


205495 


Seq. ID 


LIB3083-090-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g2894612 


BLAST score 


488 


E value 


2.0e-49 


Match length 


125 


% identity 


73 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 


Seq. No. 


205496 


Seq. ID 


LIB3083-090-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


1 AAA A OA 

g3080420 


BLAST score 


384 


E value 


4.0e-37 


Match length 


82 


% identity 


87 


NCBI Description 


(AL022604) putative sugar transporter protein [Arabidopsis 




thaliana] 


Seq. No. 


205497 


Seq. ID 


LIB3083-090-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g2576361 


BLAST score 


159 


E value 


2.0e-24 


Match length 


120 


% identity 


46 


NCBI Description 


(U39782) lysine and histidine specific transporter 




[Arabidopsis thaliana] 


Seq. No. 


205498 


Seq. ID 


LIB3083-090-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g3927826 


BLAST score 


157 


E value 


1.0e-10 


Match length 


116 


% identity 


35 


NCBI Description 


(AC005727) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


205499 


Seq. ID 


LIB3083-090-Q1-L1-G4 


Method 


BLASTX 


NCBI GI 


gl351974 


BLAST score 


534 


E value 


6.0e-55 


Match length 


104 


% identity 


97 


NCBI Description 


ADP-RIBOSYLATION FACTOR >gi 1076788 pir S4 9325 




ADP-ribosylation factor - maize >gi_1076789_pir S53486 




ADP-ribosylation factor - maize >gi_55668 6_emb_CAA56351_ 




(X80042) ADP-ribosylation factor [Zea mays] 




28122 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205500 

LIB3083-090-Q1-L1-G9 

BLASTN 

g2865522 

38 

6.0e-12 

103 
74 

Lavatera thuringiaca cold regulated LTCOR18 
complete cds 



(LtCorl8) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205501 

LIB3083-090-Q1-L1-H1 

BLASTN 

g4406805 

40 

3.0e-13 

84 

87 

Arabidopsis thaliana chromosome II BAC T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



beq. jmo . 


205502 


Seq. ID 


LIB3083-090-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g^y / uuji 


BLAST score 


Z / 1 


E value 


0 . ue-/4 


Match lengtu 


1 3 


% identity 


*7 1 


NCBI Description 


(AB012110) ARG10 [Vigna radiata] 


Seq. No. 


205503 


Seq. ID 


LIB3083-090-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g3650030 


BLAST score 


248 


E value 


3.0e-21 


Match length 


102 


% identity 


56 


NCBI Description 


(AC005396) unknown protein [Arab 


Seq. No. 


205504 


Seq. ID 


LIB3083-090-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


485 


E value 


3.0e-49 


Match length 


100 


% identity 


97 


NCBI Description 


(U53418) UDP-glucose dehydrogena 


Seq. No. 


205505 


Seq. ID 


LIB3083-090-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g2244899 


BLAST score 


459 



28123 




E value 


5.0e-46 


Match length 


129 


% identity 


69 


NCBI Description 


(Z97338) similar to UFD1 protein [Arabidopsis thaliana 


Seq. No. 


205506 


Seq. ID 


LIB3083-090-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


gll03712 


BLAST score 


525 


E value 


8.0e-54 


Match length 


110 


% identity 


99 


NCBI Description 


(X83729) inorganic pyrophosphatase [Nicotiana tabacum] 


Seq. No. 


205507 


Seq. ID 


LIB3083-090-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


370 


E value 


2.0e-35 


Match length 


129 


% identity 


63 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


205508 


Seq. ID 


LIB3083-090-Q1-L1-H6 


Method 


BLASTX 


NCBI GI 


gl800307 


BLAST score 


220 


E value 


6.0e-18 


Match length 


125 


% identity 


15 


NCBI Description 


(U83883) pl05 coactivator [Rattus norvegicus] 


Seq. No. 


205509 


Seq. ID 


LIB3083-090-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


g4371290 


BLAST score 


217 


E value 


1.0e-17 


Match length 


93 


% identity 


47 


NCBI Description 


(AC006260) unknown protein [Arabidopsis thaliana] 


Seq. No. 


205510 


Seq. ID 


LIB3083-090-Q1-L1-H8 


Method 


BLASTX 


NCBI GI 


gl408471 


BLAST score 


390 


E value 


4.0e-38 


Match length 


94 


% identity 


76 


NCBI Description 


(U48938) actin depolymerizing factor 1 [Arabidopsis 



thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



28124 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205511 

LIB3083-091-Q1-L1-A12 

BLASTX 

g4098331 

323 

3.0e-30 

74 

81 

(U76896) beta-tubulin 



5 [Triticum aestivum] 



205512 

LIB3083-091-Q1-L1-A3 

BLASTX 

g2507421 

353 

1.0e-33 

72 
93 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_44 90709_emb_CAB3884 3 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

205513 

LIB3083-091-Q1-L1-B12 

BLASTX 

g3834307 

219 

8.0e-18 

46 
89 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712. 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


205514 


Seq. ID 


LIB3083-091-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g3096939 


BLAST score 


386 


E value 


2.0e-37 


Match length 


115 


% identity 


64 


NCBI Description 


(AL023094) putative ] 


Seq. No. 


205515 


Seq. ID 


LIB3083-091-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g2462929 


BLAST score 


506 


E value 


2.0e-51 


Match length 


133 


% identity 


70 


NCBI Description 


(Y12295) glutathione 


Seq. No. 


205516 



28125 




Seq. ID 


LIB3083-091-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 


gl076746 


BLAST score 


485 


E value 


5.0e-49 


Match length 


llo 


% identity 


83 


NCBI Description 


heat shock protein 70 - rice (fragment) 


>gi 7 63160_emb_CAA47948_ (X67711) heat shock protein 7 




[Oryza sativa] 


Seq. No. 


205517 


Seq. ID 


LIB3083-091-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g!354272 


BLAST score 


/ICC 

4oo 


E value 


2.0e-45 


Match length 


132 


% identity 


68 


NCBI Description 


(U51036) aspartic proteinase [Arabidopsis thaliana] 


Seq. No. 


205518 


Seq. ID 


LIB3083-091-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


g4467124 


BLAST score 


429 


E value 


2.0e-42 


Match length 


119 


% identity 


61 


NCBI Description 


(AL035538) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


205519 


Seq. ID 


LIB3083-091-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


gl402888 


BLAST score 


336 


E value 


2.0e-44 


Match length 


122 


% identity 


78 


NCBI Description 


(X98130) unknown [Arabidopsis thaliana] 


Seq. No. 


205520 


Seq. ID 


LIB3083-091-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


g4567251 


BLAST score 


205 


E value 


3.0e-22 


Match length 


77 


% identity 


70 


NCBI Description 


(AC007070) unknown protein [Arabidopsis thaliana] 


Seq. No. 


205521 


Seq. ID 


LIB3083-091-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


630 


E value 


4.0e-66 



28126 



Match length 


128 


$; 1 Hpflt "1 t" V 
o _i_ Vwt^ ± x -i- ^ y 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Qpn No 


205522 


Seq. ID 


LIB3083-091-Q1-L1-E1 


Mpthod 


BLASTX 


NCBI GI 


g4567251 


BLAST score 


307 


E value 


3.0e-28 


Match lencrth 


79 


% "i dpnt it v 


70 


NCBI Description 


(AC007070) unknown protein [Arabidopsis thaliana] 


Sea No. 


205523 


Seq. ID 


LIB3083-091-Q1-L1-E10 




BLASTX 


NCBI GI 


a2995990 




384 


E value 


4.0e-37 


Match length 


117 


% identity 


63 


WPRT Dp «; print ion 


(AF053746) dormancy- associated protein [Arabidopsis 


thaliana] >gi 2995992 (AF053747) dormancy-associated 




protein [Arabidopsis thaliana] 




205524 


q<pa ID 


LIB3083-091-Q1-L1-E11 


Mat Vi^H 
Lie? LI ivJLi 


BLASTX 


LN^DX Uf-L 


a3650032 


BLAST score 


229 


E value 


5.0e-19 


Matph 1 encrth 

LIU <— -i- w 1 ^ • 1 1 


49 




69 


NTPRT Hp^rri r>t i on 


(AC005396) gibberellin-regulated protein GASTl-like 




[Arabidopsis thaliana] 


Can Ma 


205525 


Seq. ID 


LIB3083-091-Q1-L1-E12 


Method 

L1C I— 1 lw VwL 


BLASTX 


NCRT (IT 


g2853081 


BLAST score 


265 


E value 


3.0e-23 


M^tph 1 pnerth 


78 


O _LL_i.~lI 1 L t— _y 


63 




(AL0217 68) ATP bindina Drotein - like [Arabidopsis 




thaliana] 




205526 


Seq. ID 


LIB3083-091-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


gll2717 


BLAST score 


176 


E value 


9.0e-13 


Match length 


63 



% identity 54 

NCBI Description 21 KD PROTEIN PRECURSOR (1.2 PROTEIN) >gi_82050_pir S10911 



28127 



hypothetical protein precursor - carrot 
>gi_18312_emb_CAA36642_ (X52395) precursor polypeptide 
-22 to 171) [Daucus carota] 



(AA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



205527 

LIB3083-091-Q1-L1-E7 

BLASTN 

g3108300 

131 

2.0e-67 

135 

99 

Gossypium barbadense clone pXP195 repetitive DNA sequence 
205528 

LIB3083-091-Q1-L1-E9 

BLASTX 

gl854386 

511 

5.0e-52 
129 
74 

(AB001375) 
vinifera] 



similar to soluble NSF attachment protein [Vitis 



205529 

LIB3083-091-Q1-L1-F1 

BLASTX 

g4512659 

175 

9.0e-13 

70 
49 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465__gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

205530 

LIB3083-091-Q1-L1-F3 

BLASTX 

g2351378 

396 

1.0e-38 

133 

62 

(U54558) translation initiation factor eIF3 p66 subunit 
[Homo sapiens] >gi_4200328__emb_CAA18440_ (AL022313) 
EIF3-P66 [Homo sapiens] 

>gi_4503523_ref_NP_003744 . l_pEIF3S7_ UNKNOWN 
205531 

LIB3083-091-Q1-L1-F5 

BLASTX 

g4008006 

489 

2.0e-49 
130 



28128 



CI 



% identity 73 

NCBI Description (AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205532 

LIB3083-091-Q1-L1-F9 

BLASTX 

g2244970 

578 

6.0e-60 

131 
79 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb_CAA74765_ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

205533 

LIB3083-091-Q1-L1-G1 

BLASTX 

g4490330 

708 

4.0e-75 

130 

98 

(AL035656) splicing factor-like protein [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205534 

LIB3083-091-Q1-L1-G10 

BLASTX 

gl708314 

414 

1.0e-40 

109 

78 

HEAT SHOCK PROTEIN 83 >gi_169296 (M99431) heat shock 

protein 83 [Pharbitis nil] >gi_445625_prf 1909372A heat 

shock protein 83 [Ipomoea nil] 



Seq. No. 


205535 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g485742 


BLAST score 


243 


E value 


4.0e-21 


Match length 


74 


% identity 


69 


NCBI Description 


(L32791) 


Seq. No. 


205536 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g3169065 


BLAST score 


200 


E value 


7.0e-16 


Match length 


116 


% identity 


38 



pyrophosphatase [Beta vulgaris] 



28129 



NCBI Description (AL023704) putative translocation elongation factor-Tu 
family [Schizosaccharomyces pombe] 

Seq. No. 205537 

Seq. ID LIB3083-091-Q1-L1-H10 

Method BLASTX 

NCBI GI g3170531 

BLAST score 54 9 

E value 2.0e-56 

Match length 127 

% identity 7 6 

NCBI Description (AF055635) protein tyrosine phosphatase 1; PTP1; ^ 
tyrosine-specific protein phosphatase [Arabidopsis 
thaliana] 

Seq. No. 205538 

Seq. ID LIB3083-091-Q1-L1-H12 

Method BLASTX 

NCBI GI g3599974 

BLAST score 302 

E value 1.0e-27 

Match length 126 

% identity 46 

NCBI Description (AF038651) GTP pyrophosphokinase [Corynebacterium 
glutamicum] 

205539 

LIB3083-091-Q1-L1-H9 
BLASTX 
g2811025 
221 

5.0e-18 
72 
61 

ASPARTIC PROTEINASE PRECURSOR >gi_1944181_dbj_BAA19607 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

Seq. No. 205540 

Seq. ID LIB3083-092-Q1-L1-A1 

Method BLASTX 

NCBI GI g2245098 

BLAST score 260 

E value 2.0e-25 

Match length 65 

% identity 94 

NCBI Description (Z97343) ribosomal protein [Arabidopsis thaliana] 

Seq. No. 205541 

Seq. ID LIB3083-092-Q1-L1-A10 

Method BLASTX 

NCBI GI gl707857 

BLAST score 371 

E value 9.0e-36 

Match length 108 

% identity 63 , , 

NCBI Description (Y09291) obtusifoliol 14-alpha-demethylase [Tritxcum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28130 



Sea. No. 


205542 


Seq. ID 


LIB3083-092-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g450880 


BLAST score 


491 


E value 


9.0e-50 


M^+T'h 1 pncrth 


102 


% identity 


92 


NCBI Descriotion 


(X77199) heat shock cognate 


Seq. No. 


205543 




LIB3083-092-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g4204300 


BLAST score 


240 


E value 


2.0e-20 


M^'hr'h lenath 


95 


% identity 


54 


NCBI Description 


(AC003027) Unknown protein 


Sea No. 


205544 




LIB3083-092-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


gl23539 


BLAST score 


287 




4 . 0e-26 


Ma 4- /-^K 1 can rri~ H 


84 




65 


MPRT Descriotion 


17.5 KD CLASS I HEAT SHOCK 


(Ml 1^951 small heat shock p 


Seq. No. 


205545 


Seq. ID 


LIB3083-092-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


598 


E value 


3.0e-62 


Match length 


111 



(HSP 17.5-E) >gi_169987 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



99 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi__166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

205546 

LIB3083-092-Q1-L1-B3 

BLASTN 

g!143223 

166 

2.0e-88 

363 

41 

Gossypium barbadense FbLate-2 gene, complete cds 
205547 

LIB3083-092-Q1-L1-B5 



28131 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl619602 

363 

8.0e-35 

100 

71 

(Y08726) 



MtN3 [Medicago truncatula] 



PI clone: 



205548 

LIB3083-092-Q1-L1-B9 
BLASTN 
g4220637 
50 

4.0e-19 

115 
91 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MIE1, complete sequence [Arabidopsis thaliana] 

205549 

LIB3083-092-Q1-L1-C8 

BLASTX 

g4567232 

216 

5.0e-20 

65 
79 

(AC007119) putative 40S ribosomal protein S25 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205550 

LIB3083-092-Q1-L1-D11 

BLASTX 

g4544392 

244 

6.0e-21 

55 • : 

82 

(AC007047) dihydrofolate reductase-thymidylate synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205551 

LIB3083-092-Q1-L1-D7 

BLASTX 

g629806 

529 

9.0e-57 

114 
93 

tubulin beta chain - rice >gi_4 9372 5_emb_CAA5 591 2_ 
beta tubulin [Oryza sativa] 



(X79367) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



205552 

LIB3083-092-Q1-L1-D8 

BLASTX 

g4063751 

186 



28132 



E value 
Match length 
% identity 
NCBI Description 



6.0e-14 

99 

38 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205553 

LIB3083-092-Q1-L1-E10 

BLASTX 

g547683 

456 

7.0e-46 

90 

96 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 



o e q • in o . 


itU J J Jl 


Seq. ID 


LIDjUOj UjZ yl LI JiJ 


Method 


QT T\ O TV 




g^ OD^j *± o 


BLAbi score 


JJO 


E value 


1.0e-57 


Match length 


106 


% identity 


-LUU 


NCBI Description 




oeq. wo. 




Seq. ID 




Method 


BLASTX 


NCBI GI 


g4063752 


BLAST score 


237 


E value 


5.0e-20 


Match length 


92 


% identity 


55 


NCBI Description 


(AC005851) unknown protein 




>gi_4 51041 0_gb_AAD2 1 4 9 6 . 1_ 




[Arabidopsis thaliana] 


Seq. No. 


205556 


Seq. ID 


LIB3083-092-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


336 


E value 


8.0e-32 


Match length 


81 


% identity 


79 


NCBI Description 


(AF043284) expansin [Gossyj 


Seq. No. 


205557 


Seq. ID 


LIB3083-092-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g543867 


BLAST score 


324 



28133 



E value 2.0e-30 

Match length 94 

% identity 73 

NCBI Description ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase {EC 

3,6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 

Seq. No. 205558 

Seq. ID LIB3083-092-Q1-L1-F7 

Method BLASTX 

NCBI GI g3925363 

BLAST score 344 

E value 1.0e-32 

Match length 87 

% identity 90 

NCBI Description (AF067 961) homeodomain protein [Malus domestica] 

Seq. No. 205559 

Seq. ID LIB3083-092-Q1-L1-F8 

Method BLASTX 

NCBI GI g267069 

BLAST score 210 

E value 7.0e-17 

Match length 84 

% identity 56 

NCBI Description TUBULIN ALP HA- 2 /ALP HA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

205560 

LIB3083-092-Q1-L1-G4 
BLASTX 
gl702983 
281 

3.0e-25 
96 
55 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA3667 6_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 

Seq. No. 205561 

Seq. ID LIB3083-092-Q1-L1-G8 

Method BLASTX 

NCBI GI g2244 990 

BLAST score 412 

E value 4.0e-4 6 

Match length 116 

% identity 85 

NCBI Description (Z97340) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28134 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



® 



205562 

LIB3083-092-Q1-L1-H12 

BLASTX 

gl21631 

281 

3.0e-25 

73 
71 

GLYCINE- RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>gi_72323_pir KNNT2S glycine-rich protein 2 - wood tobacco 

>gi~19743_emb__CAA42622_ (X60007) nsGRP-2 [Nicotiana 
sylvestris] 



Seq. No. 


205563 


Seq. ID 


LIB3083-092- 


Method 


BLASTX 


NCBI GI 


g4544412 


BLAST score 


224 


E value 


2.0e-18 


Match length 


108 


% identity 


39 


NCBI Description 


(AC006955) ] 


Seq. No. 


205564 


Seq. ID 


LIB3083-092 


Method 


BLASTX 


NCBI GI 


g730583 


BLAST score 


188 


E value 


3.0e-14 


Match length 


97 


% identity 


45 


NCBI Description 


60S ACIDIC 



-H8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X78213) 
argentatum] 

205565 

LIB3083-094-Q1-L1-A1 

BLASTX 

g2191175 

149 

1.0e-09 

118 

33 

(AF007270) A__IG002P16.24 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205566 

LIB3083-094-Q1-L1-A11 

BLASTX 

g2995990 

193 

4.0e-15 

85 
54 

(AF053746) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 



28135 



Seq. No. 


205567 


Seq. ID 


LIB3083-094- 


Method 


BLASTX 


NCBI GI 


g4138137 


BLAST score 


478 


E value 


3.0e-48 


Match length 


121 


% identity 


75 


NCBI Description 


(AJ012796) t 


Seq. No. 


205568 


Seq. ID 


LIB3083-094- 


Method 


BLASTX 


NCBI GI 


gll74411 


BLAST score 


377 


E value 


2.0e-36 


Match length 


119 


% identity 


65 


NCBI Description 


MICROSOMAL 




>gi 206978 


Seq. No. 


205569 


Sea. ID 


LIB3083-094 


Method 


BLASTX 


NCBI GI 


g4567304 


BLAST score 


166 


E value 


1. Oe-ll 


Match length 


87 


% identity 


44 


NCBI Description 


(AC005956) 


Seq. No* 


205570 


Seq. ID 


LIB3083-094 


Method 


BLASTX 


NCBI GI 


gll71978 


BLAST score 


508 


E value 


9.0e-52 


Match length 


122 


% identity 


22 



ss-galactosidase [Lycopersicon esculentum] 



18 KD SUBUNIT (SPC18) 



-Q1-L1-A5 



NCBI Description 



POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051__emb_CAA175 61_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205571 

LIB3083-094-Q1-L1-A8 

BLASTX 

g4263790 

499 

1.0e-50 

122 
82 

(AC006068) putative ch-TOG protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



205572 

LIB3083-094-Q1-L1-A9 



28136 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!209703 

195 

4.0e-15 

56 
70 

(U40489) 



maize gll homolog [Arabidopsis thaliana] 



205573 

LIB3083-094-Q1-L1-B1 

BLASTX 

gll72977 

475 

7.0e-48 

111 

84 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) 
ribosomal protein L18 [Arabidopsis thaliana] 



cytoplasmic 



205574 

LIB3083-094-Q1-L1-B10 

BLASTN 

g2829205 

48 

9.0e-19 

75 
93 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq, No. 


205575 


Seq. ID 


LIB3083-094-Q1-L1-B11 


Method 


BLASTX 


NCBI GI 


g4006876 


BLAST score 


236 


E value 


1.0e-19 


Match length 


86 


% identity 


53 


NCBI Description 


(Z99707) hypothetical protein 


Seq. No. 


205576 


Seq. ID 


LIB3083-094-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g2129473 


BLAST score 


265 


E value 


3.0e-23 


Match length 


96 


% identity 


56 


NCBI Description 


arabinogalactan-like protein - 




(U09556) arabinogalactan-like 


Seq. No. 


205577 


Seq. ID 


LIB3083-094-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g2281102 


BLAST score 


265 


E value 


3.0e-23 



loblolly pine >gi_607774 



28137 




Match length 120 -4- - 

% identity 51 

NCBI Description (AC002333) SF16 isolog [Arabidopsis thaliana] 



Seq. No. 205578 

Seq. ID LIB3083-094-Q1-L1-B4 

Method BLASTX 

NCBI GI g2500197 

BLAST score 553 

E value 4.0e-57 

Match length 107 

NCBI^escJiption RAC-LIKE GTP BINDING PROTEIN RAC13 >gi_1361976_pir_S57325 
GTP-binding protein Rac 13 - upland cotton 
>gi_1087111_bbs_170156 (S79308) 21.8 kda GTP-binding 
protein=Racl3 [Gossypium hirsutum=cotton plants , cv. Acala 
SJ-2, boll fibers, Peptide, 196 aa] [Gossypium hirsutum] 



Seq. No. 205579 

Seq. ID LIB3083-094-Q1-L1-B5 

Method BLASTX 

NCBI GI g730456 

BLAST score 503 

E value 3.0e-51 

Match length 117 

% identity 76 

NCBI Description 4 OS RIBOSOMAL PROTEIN S19 



Seq. No. 205580 

Seq. ID LIB3083-094-Q1-L1-C11 

Method BLASTX 

NCBI GI g4454026 

BLAST score 368 

E value 3.0e-35 

Match length 109 

% identity 65 . 
NCBI Description (AL035394) phosphatase like protein [Arabidopsis thaliana] 

Seq. No. 205581 

Seq. ID LIB3083-094-Q1-L1-C2 

Method BLASTX 

NCBI GI g3953463 

BLAST score 237 

E value 5.0e-20 

Match length 69 

% identity 59 

NCBI Description (AC002328) F20N2.8 [Arabidopsis thaliana] 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



205582 

LIB3083-094-Q1-L1-C3 

BLASTX 

g2961371 

230 

4.0e-19 

84 
55 

(AL022141) hypothetical protein (fragment) [Arabidopsis 



28138 




thaliana] 



Seq. No. 


205583 


Seq. ID 


LIB3083-094-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g3702332 


BLAST score 


311 


E value 


1.0e-28 


Match length 


80 


% identity 


70 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 


Seq. No. 


205584 


Seq. ID 


LIB3083-094-Q1-L1-C8 


Method 


TIT 7\ CrpVT 

BLASTN 


NCBI GI 


g20419 


BLAST score 


44 


E value 


1.0e-15 


Match length 


260 


% identity 


15 


NCBI Description 


P.amygdalus mRNA for extensin 


Seq. No. 


205585 


Seq. ID 


LIB3083-094-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


gl351135 


BLAST score 


591 


E value 


2.0e-61 


Match length 


125 


% identity 


85 


NCBI Description 


SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANSFERASE) 


>gi 436792_emb_CAA50317_ (X70990) sucrose synthase 




[Arabidopsis thaliana] 


Seq. No. 


205586 


Seq. ID 


LIB3083-094-Q1-L1-D2 


Method 


BLASTN 


NCBI GI 


g20419 


BLAST score 


40 


E value 


4.0e-13 


Match length 


346 


% identity 


16 


NCBI Description 


P.amygdalus mRNA for extensin 


Seq. No. 


205587 


Seq. ID 


LIB3083-094-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


g3128175 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


95 


% identity 


38 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 


Seq. No. 


205588 


Seq. ID 


LIB3083-094-Q1-L1-D4 


Method 


BLASTN 



28139 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g441218 
40 

4.0e-13 

63 
92 

Tobacco mRNA for cytokinin binding protein CBP57 , complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205589 

LIB3083-094-Q1-L1-D5 

BLASTX 

g2829204 

378 

1.0e-36 

94 
84 

(AF044204) 
hirsutum] 



lipid transfer protein precursor [Gossypium 



JCl^t IN \J . 


205590 


Q(=> n IT) 


LIB3083-094-Q1-L1-D6 


Mf^horJ 


BLASTX 




a3860008 




1 \J »J 


E value 


1.0e-39 


Match length 


120 


X> _HJ.Cil L.-L i_y 


61 




fATOQ10851 unknown THomo saoiensl 




205591 


oeq. ±u 


T,TB^083-094-Ol-Ll-D7 


jyieunoa 


JDJ-LTiO J. i\ 


NCBI GI 


g4510345 


BLAST score 


287 


E value 


8.0e-26 


Match length 


114 


% identity 


50 


NCBI Description 


(AC006921) unknown protein [Arabidop 


Seq. No. 


205592 


Seq. ID 


LIB3083-094-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


gl915974 


BLAST score 


539 


E value 


2.0e-55 


Match length 


134 


% identity 


76 


NCBI Description 


(U6232 9) fructokinase [Lycopersicon 




(U64818 ) fructokinase [Lycopersicon 


Seq. No. 


205593 


Seq. ID 


LIB3083-094-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g2832664 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


76 



28140 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(AL021710) pollen-specific protein - like [Arabidopsis 
thaliana] 

205594 

LIB3083-094-Q1-L1-E3 

BLASTX 

g2829899 

295 

9.0e-27 

116 

48 

(AC002311) similar to ripening-induced protein, 
gp__AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

205595 

LIB3083-094-Q1-L1-E4 

BLASTX 

g2497743 

145 

4.0e-09 

50 

64 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 (S78173) LTP=lipid transfer protein 

[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 

[Gossypium hirsutum] 



Seq. No. 


205596 


Seq. ID 


LIB3083-094-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


g2827649 


BLAST score 


418 


E value 


3.0e-41 


Match length 


122 


% identity 


68 


NCBI Description 


(AL021637) putative protein [Arabidops. 


Seq. No. 


205597 


Seq. ID 


LIB3083-094-Q1-L1-E6 


Method 


BLASTN 


NCBI GI 


g2244901 


BLAST score 


51 


E value 


1.0e-19 


Match length 


95 


% identity 


88 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, 




fragment No 


Seq. No. 


205598 


Seq. ID 


LIB3083-094-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


g2494174 


BLAST score 


609 


E value 


1.0e-63 


Match length 


122 



28141 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



94 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_497979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 

205599 

LIB3083-094-Q1-L1-E8 

BLASTX 

g3924848 

177 

6.0e-13 

121 
38 

(Z81586) cDNA EST yk335d8.5 comes from this gene; cDNA EST 
yk335d8.3 comes from this gene [Caenorhabditis elegans] 

205600 

LIB3083-094-Q1-L1-E9 

BLASTX 

g543867 

362 

1.0e-34 

103 

78 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma .chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 

205601 

LIB3083-094-Q1-L1-F1 

BLASTX 

gl843628 

263 

5.0e-23 

76 

68 

(U88061) SNF5 homolog BSH [Arabidopsis thaliana] 
205602 

LIB3083-094-Q1-L1-F11 

BLASTX 

gl35406 

572 

3.0e-59 

113 

92 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_997 68_pir_A32712 tubulin 
alpha-5 chain - Arabidopsis thaliana >gi__166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

205603 

LIB3083-094-Q1-L1-F2 

BLASTX 

g3927825 

447 



28142 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-44 

116 

77 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

205604 

LIB3083-094-Q1-L1-F4 

BLASTX 

g2642648 

596 

4.0e-62 

121 

98 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034 617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 

205605 

LIB3083-094-Q1-L1-F7 

BLASTX 

g3757515 

198 

2.0e-15 

46 
78 

(AC005167) hypothetical protein [Arabidopsis thaliana] 
205606 

LIB3083-094-Q1-L1-G2 

BLASTN 

gl!43223 

226 

1.0e-124 

336 
34 

Gossypium barbadense FbLate-2 gene, complete cds 
205607 

LIB3083-094-Q1-L1-G4 

BLASTX 

g3201554 

519 

5.0e-53 

124 

76 

(AJ006501) beta-D-glucosidase [Tropaeolum majus] 
205608 

LIB3083-094-Q1-L1-G6 

BLASTX 

g4234774 

144 

5.0e-09 

91 

43 



28143 



NCBI Description (AF073926) cis-Golgi SNARE p28 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205609 

LIB3083-094-Q1-L1-G7 

BLASTX 

g3522938 

318 

1.0e-29 

104 

59 

(AC004411) unknown protein [Arabidopsis thaliana] 
205610 

LIB3083-094-Q1-L1-G8 

BLASTX 

gl352440 

265 

3.0e-23 

59 

76 

EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) 
(EIF4E) (MRNA CAP-BINDING PROTEIN) (EIF-4F 25 KD SUBUNIT) 
(EIF-4F P26 SUBUNIT) >gi_1002915 (U34597) p26 [Oryza 
sativa] 



Seq. No. 


205611 


Seq. ID 


LIB3083-094-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g2584806 


BLAST score 


144 


E value 


2.0e-09 


Match length 


30 


% identity 


97 


NCBI Description 


(Y15253) phospholipase 


Seq. No. 


205612 


Seq. ID- 


LIB3083-094-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g2129950 


BLAST score 


514 


E value 


2.0e-52 


Match length 


124 


% identity 


83 


NCBI Description 


inorganic pyrophosphat 




common tobacco 


Seq. No. 


205613 


Seq. ID 


LIB3083-094-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


g3334138 


BLAST score 


454 


E value 


2.0e-45 


Match length 


98 



C [Pisum sativum] 



(EC 3.6.1.1) (clone TVP9) - 



% identity 

NCBI Description 



83 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 (U20502) calnexin 
[Glycine max] 



28144 





205614 


Seq. ID 


LIB3083-094 


MpfhoH 


BLASTX 


NCBI GI 


g4337027 


BLAST score 


428 


Ei V ClJ- U.C 


2.0e-42 


Mafrh 1 pnrrth 


122 




65 




(AF123254) 


Con TsJn 


205615 


Seq. ID 


LIB3083-094 


Method 


BLASTX 


IN V^JD X V3 -L 


a3367522 


BLAST score 


358 


E value 


4.0e-34 


Matph 1 pnerth 

L J CI Ull .i. J. J. \J V* AJ. 


127 


% "i Hpnt" i 1" v 
o x^wicii' — l i__y 


57 




(AC004392) 




thaliana] 


ot=q. iNu. 


205616 

U J W i- u 


Seq. ID 


LIB3083-094 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


586 


E value 


7.0e-61 


Match length 


117 


% identity 


56 



-H4 



MFP2 [Arabidopsis thaliana] 



-H5 



[Arabidopsis 



-H6 



NCBI Description (U73747) annexin [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205617 

LIB3083-094-Q1-L1-H7 

BLASTX 

g4263787 

185 

7.0e-14 

71 

58 

(AC006068) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205618 

LIB3083-094-Q1-L1-H8 

BLASTX 

g3983663 

345 

1.0e-32 

121 

60 

(AB01127 0) import in-betal 



[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



205619 

LIB3083-095-Q1-L1-A10 

BLASTX 

g2262177 

343 

2.0e-32 



28145 





105 


%> "i ripntitv 


64 


NPRT np^rri Dtion 

IN \a/ LJ J. v— ; O ^ J L. K/ I— -L. V/ X 1 


(AC002329) hypothetical protein similar to T18A10.3 




[Arabidopsis thaliana] 


Spct No 

o • iiu • 


205620 


Seq. ID 


LIB3083-095-Q1-L1-A11 




BLASTX 


NCBI GI 


g2832686 


BLAST score 


186 


E value 


4.0e-14 


Matrh lencrth 


57 




58 


NCBI Description 


(AL021712) putative protein [Arabidopsis thaliana] 


Sea No. 


205621 


Seq. ID 


LIB3083-095-Q1-L1-A4 


Method. 


BLASTX 


NCBI GI 


g2244736 


BLAST score 


437 


K va 1 hp 


1 . Oe-43 


Ma'hf'h 1 on rri" hi 


81 


X) _L UC11 1 — t - Y 


100 


NPRT Dp^rri nf ion 

IN U J- U C O Vj» J- -L. K/ I— -I- wii 


(D88415) expansin [Gossypium hirsutum] 


OC^i IN • 


205622 


Sea. ID 


LIB3083-095-Q1-L1-A5 




BLASTX 




g3421094 


BLAST score 


338 


E value 


7.0e-32 


i id L. on icny t-ii 


72 




90 




(AF043527) 2 OS proteasome subunit PAF2 [Arabidopsis 




thaliana] 


OCvj. LN U • 


205623 


Seq. ID 


LIB3083-095-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


g!172632 


BLAST score 


241 


E value 


1.0e-20 



Match length 

% identity 

NCBI Description 



99 
52 

PROFILIN >gi_557660_emb_CAA57632_ 
[Nicotiana tabacum] 



(X82120) profilin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205624 

LIB3083-095-Q1-L1-A7 

BLASTX 

g2661840 

383 

4.0e-37 

108 

65 

(Y15430) adenosine kinase [Physcomitrella patens] 



28146 



»J C \A . Lr% . 


205625 


Seq. ID 


LIB3083-095-Q1-L1-A8 


Method 


BLASTX 




a2829865 


BLAST score 


471 


E value 


2.0e-47 


Match lencrth 


108 


% identitv 


85 


NCBI Description 


(AC002396) N-terminal region similar to 




[Arabidopsis thaliana] 




205626 


Seq. ID 


LIB3083-095-Q1-L1-A9 


Mpt hod 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


364 


F*. vain? 1 


6.0e-35 


Matph 1 ^nrrth 


100 


S: T Hont "i t v 


69 


NCBI Descriotion 


(AF043284) expansin [Gossypium hirsutum] 




205627 


Sea ID 


LIB3083-095-Q1-L1-B12 


Mpthod 


BLASTX 


NCBI GI 


gl914683 


BLAST score 


358 


Ei v d_L LiC 


3 . 0e-34 




107 


& t (Hon +* i 


65 




(Y12013) RAD23, isoform I [Daucus carota 




205628 


Sea. ID 


LIB3083-095-Q1-L1-B3 


Lit! L.ilw\_i 


RT.A^TX 


NCBI GI 


g2493146 


BLAST score 


203 


E value 


2.0e-16 


Match length 


48 


% identity 


90 


NCBI Description 


VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID 



DNA-J proteins 



(U13669) vacuolar H+-ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_4519415_dbj_BAA75542 . 1_ (AB024275) 
vacuolar H+-ATPase c subunit [Citrus unshiu] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205629 

LIB3083-095-Q1-L1-B4 

BLASTN 

gll43223 

128 

9.0e-66 

332 

47 

Gossypium barbadense FbLate-2 



gene, complete cds 



Seq. No. 
Seq. ID 
Method 



205630 

LIB3083-095-Q1-L1-B5 
BLASTX 



28147 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914237 
167 

7.0e-12 

94 
35 

COP- COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (P24A) 
(RNP24) >gi_1212965_emb_CAA63069_ (X92098) transmembrane 
protein [Homo sapiens] 

205631 

LIB3083-095-Q1-L1-B6 

BLASTX 

g3482933 

414 

8.0e-41 

107 

72 

(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 



Seq. No. 


o n c; to o 
ZUODjz 


Seq. ID 


T TD^nQ^-flQR-ril — T 1 — R7 
LIdjUoj Ujj yl JjI d/ 


Method 


dLAoIA 


NCBI GI 


gi / uoyjo 


bLiAbi score 


A A 1 
*±*± J- 


E value 


o • ue ft ft 


Match length 


82 


% identity 


95 


NCBI Description 


/ T7 CQOOQ \ ~\ Till aoq o t tt*i f ha so 

{UooZoo} ceiiuiose syncnase 


Seq. No. 




beq* iu 


iiiDOUO J U-7.J V- 1 - J- 1 - 1 - 00 


Method 


BLASTX 


NCBI GI 


gl00226 


BLAST score 


424 


E value 


5.0e-42 


Match length 


109 


% identity 


77 


NCBI Description 


hypothetical protein - tomat 




(Z12127) protein of unknown 




esculentum] >gi_4 4561 9_pr f 




[Lycopersicon esculentum] 


Seq. No. 


205634 


Seq. ID 


LIB3083-095-Q1-L1-C10 


Method 


BLASTX 


NCBI GI 


g2979553 


BLAST score 


354 


E value 


9.0e-34 


Match length 


109 


% identity 


61 


NCBI Description 


(AC003680) hypothetical prot 


Seq. No. 


205635 


Seq. ID 


LIB3083-095-Q1-L1-C2 


Method 


BLASTX 


NCBI GI 


gl706956 



function [Lycopersicon 



28148 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



485 

4.0e-49 

110 

78 

(U58283) 



cellulose synthase [Gossypium hirsutum] 



205636 

LIB3083-095-Q1-L1-C3 

BLASTX 

g2244801 

140 

1.0e-08 

53 

58 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
205637 

LIB3083-095-Q1-L1-C4 

BLASTX 

g2760837 

152 

4.0e-10 

106 
33 

(AC003105) putative cytochrome P450 [Arabidopsis thaliana] 



205638 

LIB3083-095-Q1-L1-C8 

BLASTX 

g3935167 

447 

1.0e-44 

95 

92 

(AC004557) F17L21.10 



[Arabidopsis thaliana] 



205639 

LIB3083-095-Q1-L1-D1 

BLASTX 

g3763926 

225 

1.0e-18 

57 

72 

(AC004450) unknown protein [Arabidopsis thaliana] 
205640 

LIB3083-095-Q1-L1-D11 

BLASTX 

g267079 

491 

7.0e-50 

107 

86 

TUBULIN BETA- 6 CHAIN >gi_320187_pir JQ1590 tubulin beta- 
chain - Arabidopsis thaliana >gi_166904 (M84703) beta-6 
tubulin [Arabidopsis thaliana] 



28149 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205641 

LIB3083-095-Q1-L1-D3 

BLASTX 

gl35452 

389 

6.0e-38 

84 

86 

TUBULIN BETA-1 CHAIN >gi_170060 (M21296) 
[Glycine max] 



S-beta-1 tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205642 

LIB3083-095-Q1-L1-D4 

BLASTX 

gll71978 

275 

2.0e-24 

71 

24 

POLYADENYLATE- BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205643 

LIB3083-095-Q1-L1-D9 

BLASTN 

gll43223 

123 

9.0e-63 

319 

62 

Gossypium barbadense FbLate-2 



gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205644 

LIB3083-095-Q1-L1-E1 

BLASTX 

gl332579 

462 

2.0e-46 

94 

10 

(X98063) polyubiquitin [Pinus sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205645 

LIB3083-095-Q1-L1-E11 

BLASTX 

g3549666 

357 

4.0e-34 

87 

78 

(AL031394) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



205646 

LIB3083-095-Q1-L1-E2 



28150 



• 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

gl076746 

385 

2.0e-37 

97 

79 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

205647 

LIB3083-095-Q1-L1-E5 

BLASTX 

g3914002 

423 

6.0e~42 

101 

81 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_2935279 
(AF033862) Lon protease [Arabidopsis thaliana] 

205648 

LIB3083-095-Q1-L1-E6 

BLASTX 

g4204261 

172 

2.0e-12 

108 

43 

(AC005223) 27887 [Arabidopsis thaliana] 
205649 

LIB3083-095-Q1-L1-E9 

BLASTX 

g2996096 

569 

5.0e-59 

108 

100 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 

205650 

LIB3083-095-Q1-L1-F11 

BLASTX 

gl657382 

447 

1.0e-44 

83 

95 

(Y09101) cholinephosphate cytidylyltransf erase [Pisum 
sativum] 

205651 

LIB3083-095-Q1-L1-F3 

BLASTX ^ 

gl23906 



28151 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



(I 



260 

9.0e-23 

109 
48 

HYOSCYAMINE 6- DI OXYGENASE (HYOSCYAMINE 6 -BETA- HYDROXYLASE) 

>gi_100173_pir A40005 hyoscyamine ( 6S) -dioxygenase (EC 

1.14.11.11) - henbane >gi_168268 (M62719) hyoscyamine 6 
beta-hydroxylase [Hyoscyamus niger] 
>gi_511931_dbj_BAA05630_ (D26583) Hyoscyamine 6 
beta-hydroxylase [Hyoscyamus niger] 



Seq. No. 205652 

Seq. ID LIB3083-095-Q1-L1-F5 

Method BLASTX 

NCBI GI g4115377 

BLAST score 506 

E value 1.0e-51 

Match length 107 

% identity 85 

NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 

Seq. No. 205653 

Seq. ID LIB3083-095-Q1-L1-F6 

Method BLASTX 

NCBI GI g3402713 

BLAST score 339 

E value 5.0e-32 

Match length 106 

% identity 60 

NCBI Description (AC004261) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 205654 

Seq. ID LIB3083-095-Q1-L1-F7 

Method BLASTX 

NCBI GI g2570047 

BLAST score 176 

E value 7.0e-13 

Match length 77 

% identity 38 

NCBI Description (Y09234) MSTK2S kinase-like protein [Mus musculus] 

Seq. No. 205655 

Seq. ID LIB3083-095-Q1-L1-F8 

Method BLASTX 

NCBI GI gl045614 

BLAST score 198 

E value 2.0e-15 

Match length 44 

% identity 68 

NCBI Description (U37088) beta-ketoacyl-CoA synthase [Simmondsia chinensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



205656 

LIB3083-095-Q1-L1-G11 

BLASTX 

g2559012 

446 

1.0e-44 



28152 




Match length 105 

% identity 8 0 , 

NCBI Description (AF026293) chaperonin containing t-complex polypeptide 1, 
beta subunit; CCT-beta [Homo sapiens] >gi_4090929 
(AF026166) chaperonin-containing TCP-1 beta subunit homolog 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205657 

LIB3083-095-Q1-L1-G3 

BLASTX 

g606942 

478 

3.0e-48 

94 

99 

(U137 60) unknown [Gossypium hirsutum] 
205658 

LIB3083-095-Q1-L1-G6 

BLASTX 

g4415996 

475 

6.0e-48 

88 

97 

(AF059290) beta-tubulin 4 [Eleusine indica] 
205659 

LIB3083-095-Q1-L1-G7 

BLASTX 

g3513727 

440 

7.0e-44 

106 

82 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

205660 

LIB3083-095-Q1-L1-G9 

BLASTX 

gll74592 

563 

3.0e-58 

108 

99 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 205661 

Seq. ID LIB3083-095-Q1-L1-H1 

Method BLASTX 

NCBI GI g2252830 



28153 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method , 

NCBI GI 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



350 

3.0e-33 

109 

66 

(AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 

205662 

LIB3083-095-Q1-L1-H11 

BLASTX 

g2117937 

194 

5.0e-15 

75 

52 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) - 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgar e] 

205663 

LIB3083-095-Q1-L1-H3 

BLASTX 

g4206209 

525 

8.0e-54 

104 
95 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 

205664 

LIB3083-095-Q1-L1-H4 

BLASTX 

g2065531 

211 

4.0e-17 

91 
49 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
205665 

LIB3083-095-Q1-L1-H6 

BLASTX 

g3789911 

241 

1.0e-20 

98 
48 

(AF081802) developmental protein DG1118 [Dictyostelium 
discoideum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



205666 

LIB3083-095-Q1-L1-H7 

BLASTX 

g4185511 

437 



28154 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-43 

110 

75 

(AF102822) 
thaliana] 



actin depolymerizing factor 4 [Arabidopsis 



205667 

LIB3083-097-Q1-L1-A2 

BLASTN 

g4510392 

32 

1.0e-08 

68 
87 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 



205668 

LIB3083-097-Q1-L1-A4 

BLASTN 

g2264304 

42 

2.0e-14 

142 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBG8, complete sequence [Arabidopsis thaliana] 



PI clone: 



205669 

LIB3083-097-Q1-L1-A5 

BLASTX 

gl418127 

545 

5.0e-56 

115 

87 

(D63166) 
napus] 



CTP:phosphocholine cytidylyltransf erase [Brassica 



Seq. No. 
Seq. ID 



205670 

LIB3083-097-Q1-L1-A8 

BLASTX 

g418507 

233 

1.0e-19 

102 

44 

S-ADENOSYLMETHIONINE : 2-DEMETHYLMENAQUINONE 

METH YLTRANS FERASE >gi_541097_pir S40872 hypothetical 

protein fl61 - Escherichia coli >gi_305032 (L19201) 
ORF_fl61 [Escherichia coli] >gi_1336002 (U56082) 
S-adenosylmethionine : 2-demethylmenaquinone 

methyltransf erase [Escherichia coli] >gi_17 90364 (AE0004 67) 
menaquinone biosynthesis, unknown [Escherichia coli] 

205671 

LIB3083-097-Q1-L1-A9 



28155 



Mpthod 


BLASTX 


NCBI GI 


g4371292 


BLAST score 


491 


E value 


9.0e-50 


Match lenath 


118 


O 1UC11 1 — L i__y 


75 


NCBI Description 


(AC006260) unknown protein [Arabidopsis thaliana] 


Spa No 


205672 


Sea ID 


LIB3083-097-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


586 


E value 


7.0e-61 


Matph 1 pnath 


124 




90 


NCBT DpsrriDtion 


(U58283) cellulose synthase [Gossypium hirsuturti] 


CC^i IN w * 


205673 


Spa ID 


LIB3083-097-O1-L1-B3 


Method 


BLASTX 


NCBI GI 


g2668505 


BLAST score 


194 


E value 


7.0e-15 


Mat^Vi 1 en at hi 

L J.GL L. I XCLiyL-11 


104 




44 


MPRT Tlfi qrr 1 Tit" H OTl 


^ UU1U J / / kyU. LuLX VC L>y bXXll OX XllLCl QLf LXU^ ^/XU tCJ.ll |_11W1LLW 




oapxcno j 


D C ♦ LN U • 




Sea ID 


LIB3083-097-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g2653446 


BLAST score 


621 


F, value 


6. Oe-65 


Matph 1 pnathi 


129 








fAR0nQ077^ nrntrm nvrnnhn^nha t a <3P F Vi ana radiatal 






Spa TO 


LIB3083-097-O1-L1-B5 




RT.ASTX 


NCBI GI 


g231660 


BLAST score 


331 


j-j v ax u.c 


6 Op-31 


Lid L, xciiy Lil 


X Z. X 


t> xucii ix u.y 




IMuDX UCOLXXUL.XUX1 


HYPOTHFTTrAT, 99 6 KD PROTF.TN fORF 1 Q01 ^ 




V> J u / o 


Sea ID 


LIB3083-097-O1-L1-B6 


Method 


BLASTX 


NCBI GI 


g2129499 


BLAST score 


418 


E value 


2.0e-41 


Match length 


93 


% identity 


85 



28156 



NCBI Description fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205677 

LIB3083-097-Q1-L1-B7 

BLASTX 

g4467145 

268 

1.0e-23 

72 
72 

(AL035540 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



) farnesylated protein (ATFP6) [Arabidopsis 



205678 

LIB3083-097-Q1-L1-B8 

BLASTX 

gl36636 

310 

1.0e-28 

62 

94 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi 1076424_pir S43781 ubiquit in-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6.3.2. 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

205679 

LIB3083-097-Q1-L1-C1 

BLASTX 

gl001263 

227 

9.0e-19 

129 

39 

(D64003) hypothetical protein [Synechocystis sp.] 
205680 

LIB3083-097-Q1-L1-C3 

BLASTX 

gl346172 

326 

2.0e-35 

106 

77 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR <GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 

>gi 170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 

205681 

LIB3083-097-Q1-L1-C4 



28157 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3169182 

313 

8.0e-29 

78 

76 

(AC004401) 



unknown protein [Arabidopsis thaliana] 



205682 

LIB3083-097-Q1-L1-C5 

BLASTX 

g2160191 

666 

3.0e-70 

126 

95 

(AC000132) Identical to 
[Arabidopsis thaliana] 

205683 

LIB3083-097-Q1-L1-C6 

BLASTX 

gl31772 

473 

1.0e-47 

111 

86 

4 OS RIBOSOMAL 
>gi_82723_j>ir 
maize 



A. thaliana AtK-1 (gb_X79279) 



PROTEIN S14 (CLONE MCH1) 
A30097 ribosomal protein S14 



(clone MCH1) 



Seq. No. 


205684 


Seq. ID 


LIB3083-097-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g3928083 


BLAST score 


475 


E value 


7.0e-48 


Match length 


128 


% identity 


70 


NCBI Description 


(AC005770) unknown protein 


Seq. No. 


205685 


Seq. ID 


LIB3083-097-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g3548804 


BLAST score 


260 


E value 


1.0e-22 


Match length 


78 


% identity 


67 


NCBI Description 


(AC005313) unknown protein 


Seq. No. 


205686 


Seq. ID 


LIB3083-097-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


g2129703 


BLAST' score 


209 


E value 


1.0e-16 



28158 



Match length 98 
% identity 44 

NCBI Description receptor kinase - Arabidopsis thaliana 

>gi_2129704_pir S71184 receptor kinase - Arabidopsis 

thaliana >gi_166692 (M80238) receptor kinase [Arabidopsis 

thaliana] >gi_445123_prf 1908429A receptor kinase 

[Arabidopsis thaliana] 

205687 

LIB3083-097-Q1-L1-D2 
BLASTX 
gl24226 
632 

3.0e-66 
128 
93 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 

>gi_100278_pir S21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702__emb_CAA45104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbaginif olia] 

205688 

LIB3083-097-Q1-L1-D3 
BLASTX 
gl702983 
331 

6.0e-31 
111 
57 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb__CAA36676_ (X52429) 12.5 kDa protein [Fragar 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 



Seq. No. 


205689 


Seq. ID 


LIB3083-097-Q1-L1-D4 


Method 


BLASTX 


NCBI GI 


g218157 


BLAST score 


217 


E value 


1.0e-17 


Match length 


49 


% identity 


86 


NCBI Description 


(D13512) cytoplasmic aldolase [Oryza sativa] 


Seq. No. 


205690 


Seq. ID 


LIB3083-097-Q1-L1-D6 


Method 


BLASTX 


NCBI GI 


gl663706 


BLAST score 


194 


E value 


7.0e-15 


Match length 


110 


% identity 


40 


NCBI Description 


(D87685) similar to human transcription factor 




(S34159) . [Homo sapiens] 




28159 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205691 

LIB3083-097-Q1-L1-D7 

BLASTX 

gl32944 

472 

7.0e-50 

101 

91 

60S RIBOSOMAL PROTEIN L3 >gi_81658__pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205692 

LIB3083-097-Q1-L1-E1 

BLASTX 

g!706956 

492 

3.0e-58 

129 

91 

(U58283) cellulose synthase 



[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205693 

LIB3083-097-Q1-L1-E2 

BLASTX 

gl351365 

185 

8.0e-14 

56 

62 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 6.7 KD PROTEIN 
(CR6) >gi_2130002_pir S68969 ubiquinol — cytochrome-c 

reductase (EC 1.10.2.2) - potato >gi_633683_emb_CAA577 68_ 
(X82325) cytochrome c reductase subunit [Solanum tuberosum] 



Seq. No. 


205694 


Seq. ID 


LIB3083-097-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


gl934730 


BLAST score 


306 


E value 


5.0e-28 


Match length 


90 


% identity 


60 


NCBI Description 


(U95036) germin-like 


Seq. No. 


205695 


Seq. ID 


LIB3083-097-Q1-L1-E6 


Method 


BLASTN 


NCBI GI 


g2980787 


BLAST score 


33 


E value 


5.0e-09 


Match length 


53 


% identity 


91 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 



Seq. No. 



205696 



28160 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

S-eq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3083-097-Q1-L1-E7 

BLASTX 

g4097579 

476 

6.0e-48 

98 

90 

(U64922) NTGP1 [Nicotiana tabacum] 



205697 

LIB3083-097-Q1-L1-E8 

BLASTX 

g!169782 

468 

5.0e-47 

122 

76 

FUSCA PROTEIN FUS6 >gi_4324 4 6 
thaliana] 



(L264 98) FUS6 [Arabidopsis 



205698 

LIB3083-097-Q1-L1-F1 

BLASTX 

g!531758 

606 

3.0e-63 

128 

84 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

205699 

LIB3083-097-Q1-L1-F2 

BLASTX 

gl935000 

156 

2.0e-10 

67 

43 

(Y12314) GTPase [Schizosaccharomyces pombe] 
205700 

LIB3083-097-Q1-L1-F3 

BLASTX 

g3540207 

213 

4.0e-17 
116 

41- 

(AC004260) Putative protein kinase [Arabidopsis thaliana] 
205701 

LIB3083-097-Q1-L1-F5 

BLASTX 

g505100 

142 

7.0e-09 



28161 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 
42 

(D31886) KIAA0066 [Homo sapiens] 
205702 

LIB3083-097-Q1-L1-G3 

BLASTX 

gl488647 

200 

6.0e-16 

67 
64 

(X99937) RNA helicase [Spinacia oleracea] 
205703 

LIB3083-097-Q1-L1-G4 

BLASTX 

g267069 

531 

2.0e-54 

98 
99 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 


205704 


Seq. ID 


LIB3083-097-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g3868853 


BLAST score 


203 


E value 


6.0e-16 


Match length 


68 


% identity 


60 


NCBI Description 


(AB013853) GPI-anchored prote 


Seq. No. 


205705 


Seq. ID 


LIB3083-097-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


gl352077 


BLAST score 


533 


E value 


1.0e-54 


Match length 


125 


% identity 


74 


NCBI Description 


BETA-GALACTOSIDASE PRECURSOR 



(X83854) putative beta-galactosidase/galactanase 
[Lycopersicon esculentum] >gi_4138139_emb_CAA10174_ 
(AJ012797) ss-galactosidase [Lycopersicon esculentum] 

Seq. No. 205706 

Seq. ID LIB3083-097-Q1-L1-G7 

Method BLASTX 

NCBI GI g2662343 

BLAST score 512 

E value 3.0e-52 



28162 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 
100 

(D63581) EF-1 alpha [Oryza sativa] 



205707 

LIB3083-097-Q1-L1-H3 

BLASTX 

gl703375 

496 

3.0e-50 

96 

100 

ADP-RI BOS YLAT I ON FACTOR 
DcARFl [Daucus carota] 



1 >gi_965483_dbj_BAA08259_ (D45420) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205708 

LIB3083-097-Q1-L1-H4 

BLASTX 

g2129473 

285 

2.0e-25 

105 

53 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556)' arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205709 

LIB3083-097-Q1-L1-H6 

BLASTX 

g799177 

144 

5.0e-09 

122 

33 

(U22055) 100 kDa coactivator 



[Homo sapiens] 



205710 

LIB3083-097-Q1-L1-H7 

BLASTX 

g2541876 

306 

5.0e-28 

109 

57 

(D26015) CND41/ chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

205711 

LIB3083-097-Q1-L1-H8 

BLASTX 

g4185511 

293 

1.0e-26 

68 

81 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 



28163 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205712 

LIB3083-099-Q1-L1-A1 

BLASTX 

g2580499 

296 

4.0e-27 

90 

64 

(U67186) NADPH: ferrihemoprotein oxidoreductase 
[Eschscholzia californica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



205713 

LIB3083-099-Q1-L1-A10 

BLASTX 

gl209655 

239 

2.0e-20 

80 

54 



NCBI Description (U37428) gll [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205714 

LIB3083-099-Q1-L1-A12 

BLASTX 

g2440044 

316 

2.0e-29 

78 

79 

(AJ001293) major intrinsic protein PIPB [ Cr at ero stigma 
plantagineum] 



Seq. No. 


205715 


Seq. ID 


LIB3083-099-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


gl350956 


BLAST score 


440 


E value 


5.0e-44 


Match length 


91 


% identity 


95 


NCBI Description 


40S RIBOSOMAL PROTEIN S20 (. 


Seq. No. 


205716 


Seq. ID 


LIB3083-099-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


428 


E value 


1.0e-42 


Match length 


87 


% identity 


98 


NCBI Description 


(U73747) annexin [Gossypium 


Seq. No. 


205717 


Seq. ID 


LIB3083-099-Q1-L1-A4 


Method 


BLASTX 


NCBI GI 


g3757514 



S22) 



28164 



BLAST score 


387 


E value 


1.0e-37 


Ms1"ph 1 print h 


87 


?; l Hpti t" 1 1" V 


84 


VIO'D T q O V 1 T\~\~ 1 r\T\ 

INO.DX ucobiiyLiun 


f ftfTlfl R 1 £7 ^ rmtativp nls^nia TTipmhTsnp i ntTi n^i P 




[Arabidopsis thaliana] 


i_> C- * LN W • 


205718 


Sea ID 


LIB3083-099-Q1-L1-A8 


Method. 


BLASTX 


NCBI GI 


g3005931 


BLAST score 


283 


K! 1 IIP 

111 V a -l_ H 


8 Oe-26 


Ms 1~ phi 1pnnt*h 


75 




35 


NCBI Description 


(AJ005016) ABC transporter [Homo sapiens] 


O C » LN w • 


205719 


Sea ID 


LIB3083-099-O1-L1-B10 


Method 


BLASTX 


NCBI GI 


g2208988 


BLAST score 


323 


J-j V a X U.C 






79 
/ z. 




O Z. 




f Y1 D1 1 7 \ <=! i rrna 1 TPrnrrn 1 1" \ on DATfiple subunit 


O e q • LN O • 


Z. VJ J / Z. U 


O C » lu 


LIB3083-099-O1-L1-B2 






NCBI GI 


g!706956 


BLAST score 


474 


W Tra 1 no 


c. 0p-4R 








i on 




rr7Sfl9ft"^^ pp! 1 11I n<?p vnt* ^ rRn^^^inm hi r^iit" 

^UJO&O J j UCJ LUXUDC O Vll LlluoC [uUOO jr^li. LULL ILXlwUL 


OC^i IN > 


Z. U J / Z. X 


Spa TD 


LIB3083-099-O1-L1-B3 




BLASTN 


LH \*t J-f -L- VJ _L 


a4567193 


BLAST score 


61 


E value 


6. Oe-26 


Match length 


181 


% identity 


83 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T26C19 




sequence, complete sequence 



9 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205722 

LIB3083-099-Q1-L1-B4 

BLASTX 

g466160 

373 

4.0e-36 

84 

85 

HYPOTHETICAL 9.8 KD PROTEIN ZK652.3 



IN CHROMOSOME III 



28165 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis ' 
elegans] 

205723 

LIB3083-099-Q1-L1-B8 

BLASTN 

g2558943 

151 

1.0e-79 
242 
95 

Gossypium hirsutum histone 3 



mRNA, complete cds 



Seq. No. 


205724 


Seq. ID 


LIB3083-099-Q1-L1-B9 




RLASTN 




y *i vJ vj / 




71 


£j v ax U.G 


8 Oe-32 


i v iai_cn xengi-ii 


991 


% luentity 


o 




Arahi dnn^is thaliana chromof 






Seq. No. 


205725 


oeq • lu 


T.TR30R3-099-O1-L1-C10 


1WT^> 4~~ a yJ 

jxie tnoa 


jDixfiO 1 A 


vrppT PT 




DlxriO 1 bOUic 


*± __> *± 


E value 




ixiatcn j_enyi_.ii 




o 1UC11 \ — L Ly 


84 


NIPRT r)A«?rr i Dt" ion 

LtJ >w* -L-* X J-/ O w J- -__* k*' 1-* J— Xw/ J> X 


(AL022604) putative protein 


Seq. No. 


205726 




LIR3083-099-O1-L1-C11 

llJ.DJvvJ'J \J ZJ Zs \s X XJ X. V_» J — L 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


134 


E value 


2.0e-69 


Match length 


236 


% identity 


51 


NCBI Description 


Gossypium barbadense FbLate 


Seq. No. 


205727 


Seq. ID 


LIB3083-099-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


161 


E value 


3.0e-ll 


Match length 


53 


% identity 


53 


NCBI Description 


(Y15430) adenosine kinase [ 


Seq. No. 


205728 


Seq. ID 


LIB3083-099-Q1-L1-C2 



28166 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g401142 

424 

4.0e-42 

90 

91 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANSFERASE) 

>gi_322721_pir S31479 sucrose synthase (EC 2.4.1.13) - 

fava bean >gi_22038_emb_CAA4 9428_ (X69773) sucrose synthase 
[Vicia faba] >gi_295426 (M97551) 

UDP-glucose:D-fructose-2-glucosyltransf erase [Vicia faba] 
205729 

LIB3083-099-Q1-L1-C7 

BLASTX 

gl20673 

367 

2.0e-35 

91 

78 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66013_pir DEPJG glyceraldehyde-3-phosphate 

dehydrogenase {EC 1.2.1.12) - garden petunia 
>gi_20551_emb_CAA42904_ (X60346) glyceraldehyde 
3-phosphate dehydrogenase [Petunia x hybrida] 



Seq. No. 


205730 


Seq. ID 


LIB3083-099 


Method 


BLASTX 


NCBI GI 


g4262157 


BLAST score 


227 


E value 


5.0e-19 


Match length 


77 


% identity 


29 


NCBI Description 


(AC005275) ] 


Seq. No. 


205731 


Seq. ID 


LIB3083-099 


Method 


BLASTX 


NCBI GI 


g3834314 


BLAST score 


423 


E value 


5.0e-42 


Match length 


87 


% identity 


90 


NCBI Description 


(AC005679) 




gi 2257490 




gb_T46079 a 




thaliana] 


Seq. No. 


205732 


Seq. ID 


LIB3083-099 


Method 


BLASTX 


NCBI GI 


g3860277 


BLAST score 


437 


E value 


1.0e-43 


Match length 


92 


% identity 


93 



Similar to gene piOlO glycosyltransf erase 
from S. pombe clone 1750 gb_AB004534. ESTs 
nd gb AA394466 come from this gene. [Arabidopsis 



28167 



NCBI Description 



(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205733 

LIB3083-099-Q1-L1-D2 

BLASTX 

gl706956 

481 

8.0e-49 

91 

100 

(U58283) cellulose synthase [Gossypium hirsutum] 
205734 

LIB3083-099-Q1-L1-D3 

BLASTX 

g2129770 

307 

2.0e-28 

73 

71 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154611_dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 



Seq. No. 


205735 


Seq. ID 


LIB3083-099-Q1-L1-D4 


Method 


BLASTX 


NCBI GI 


g730456 


BLAST score 


354 


E value 


6.0e-34 


Match length 


78 


% identity 


81 


NCBI Description 


40S RIBOSOMAL PROTEIN S19 


Seq. No, 


205736 


Seq. ID 


LIB3083-099-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g4185499 


BLAST score 


248 


E value 


2.0e-21 


Match length 


71 


% identity 


61 


NCBI Description 


(AF096095) fertilization- 



[Arabidopsis thaliana] >gi_4185501 (AF096096) 
fertilization-independent seed 2 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



205737 

LIB3083-099-Q1-L1-D7 

BLASTX 

g3776011 

310 

8.0e-29 



28168 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 

92 
62 

(AJ0104 69) RNA helicase [Arabidopsis thaliana] 
205738 

LIB3083-099-Q1-L1-D9 

BLASTX 

g267076 

485 

3.0e-49 

92 

100 

TUBULIN BETA- 3 CHAIN >gi_81953__pir S20870 tubulin beta-3 

chain - garden pea (fragment) >gi__388255_emb_CAA38615_ 
(X54846) beta-tubulin 3 [Pisum sativum] 



Seq. No. 


205739 


Seq. ID 


LIB3083-099- 


Method 


BLASTX 


NCBI GI 


g2213590 


BLAST score 


186 


E value 


3.0e-14 


Match length 


67 


% identity 


49 


NCBI Description 


(AC000348) 


Seq. No. 


205740 


Seq. ID 


LIB3083-099 


Method 


BLASTX 


NCBI GI 


g3377820 


BLAST score 


293 


E value 


1.0e-26 


Match length 


70 


% identity 


80 


NCBI Description 


(AF076275) 



T7N9.10 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



contains similarity to coatomer zeta chains 
[Arabidopsis thaliana] 

205741 

LIB3083-099-Q1-L1-E2 

BLASTX 

g232024 

412 

7.0e-41 

79 

99 

PROTEIN E6 >gi_421806_pir A46130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_l 67323 (M92051) 5 T start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 

205742 

LIB3083-099-Q1-L1-E5 

BLASTX 

g2495365 

302 

7.0e-28 



28169 



Match length 

% identity 

NCBI Description 



90 
69 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_445127_prf 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 



Seq. No. 


205743 


Seq. ID 


LIB3083-099-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


g3451071 


BLAST score 


399 


E value 


3.0e-39 


Match length 


92 


% identity 


88 


NCBI Description 


(AL031326) beta adaptin - like protein [Arabidopsis 




thaliana] 


Seq. No. 


205744 


Seq. ID 


LIB3083-099-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


gl778051 


BLAST score 


198 


E value 


1.0e-15 


Match length 


86 


% identity 


42 


NCBI Description 


(U62583) Prtl homolog [Homo sapiens] 




>gi_4503527__ref_NP_003742.1_pEIF3S9_ UNKNOWN 


Seq. No. 


205745 


Seq. ID 


LIB3083-099-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g2335100 


BLAST score 


415 


E value 


4.0e-41 


Match length 


92 


% identity 


84 


NCBI Description 


(AC002339) unknown protein [Arabidopsis thaliana] 


Seq. No. 


205746 


Seq. ID 


LIB3083-099-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g2827555 


BLAST score 


348 


E value 


3.0e-33 


Match length 


89 


% identity 


74 


NCBI Description 


(AL021635) Translation factor EF-1 alpha - like protein 




[Arabidopsis thaliana] 


Seq. No. 


205747 


Seq. ID 


LIB3083-099-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


gll71978 


BLAST score 


389 


E value 


5.0e-38 


Match length 


93 


% identity 


23 



NCBI Description POLYADENYLATE- BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 



28170 



(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 



Seq. No. 


205748 


Seq. ID 


LIB3083-099-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g2501850 


BLAST score 


459 


E value 


3.0e-46 


Match length 


94 


% identity 


89 


NCBI Description 


(AF012823) GDP dissociation 


Seq. No. 


205749 


Seq. ID 


LIB3083-099-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g3668097 


BLAST score 


372 


E value 


6.0e-36 


Match length 


95 


% identity 


81 


NCBI Description 


(AC004 667) putative glycine 



inhibitor [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor [Arabidopsis thaliana] 
205750 

LIB3083-099-Q1-L1-G10 

BLASTX 

gl420936 

415 

4.0e-41 
89 
87 

(U61396) 
complete 



Vigna unguiculata aspartic proteinase mRNA, 
cds. [Vigna unguiculata] 



205751 

LIB3083-099-Q1-L1-G11 

BLASTX 

g586076 

434 

3.0e-43 

81 

98 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 

205752 

LIB3083-099-Q1-L1-G2 

BLASTN 

g4104241 

116 

1.0e-58 

120 

99 

Gossypium hirsutum palmitoyl-acyl carrier protein 



28171 



thioesterase (FatBl) mRNA, partial cds 



Seq. No. 


205753 


Seq. ID 


LIB3083-099-Q1-L1-G5 


Method 


BLAbTX 


NCBI GI 


g30€8809 


BLAST score 


309 


E value 


1.0e-28 


Match length 


65 


% identity 


92 


NCBI Description 


(AF059295) Skpl homolog [Arabidopsis thaliana] 


Seq. No. 


205754 


Seq. ID 


LIB3083-099-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


g3023713 


BLAST score 


144 


E value 


3.0e-09 


Match length 


37 


% identity 


86 


NCBI Description 


ENOLASE ( 2-PHOSPHOGLYCERATE DEHYDRATASE) 


{ 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi 




(U09450) enolase [Oryza sativa] 



Seq. No. 


205755 


Seq. ID 


LIB3083-099-Q1-L1-G7 


Method 


BLASTX 


NCBI GI 


g4103342 


BLAST score 


408 


E value 


3.0e-40 


Match length 


92 


% identity 


87 


NCBI Description 


(AF022377) agamous-like put 




[Cucumis sativus] 


Seq. No. 


205756 


Seq. ID 


LIB3083-099-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


g3860247 


BLAST score 


443 


E value 


2.0e-44 


Match length 


92 


% identity 


92 


NCBI Description 


(AC005824) unknown protein 


Seq. No. 


205757 


Seq. ID 


LIB3083-099-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g464846 


BLAST score 


324 


E value 


2.0e-30 


Match length 


63 


% identity 


92 


NCBI Description 


TUBULIN ALPHA- 6 CHAIN >gi 



alpha- 6 chain 
alpha-tubulin 



(X63178) 



#6 [Zea mays] 



28172 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205758 

LIB3083-099-Q1-L1-H10 

BLASTX 

g3738257 

419 

1.0e-41 

92 
88 

(AB018410) cytosolic phosphoglycerate kinase 1 
nigra] 



[Populus 



205759 

LIB3083-099-Q1-L1-H5 

BLASTX 

g2689720 

384 

2.0e-37 

92 

77 

(AF037168) DnaJ homologue [Arabidopsis thaliana] 
205760 

LIB3083-099-Q1-L1-H6 

BLASTX 

gl946369 

207 

1.0e-16 

93 
30 

(U93215) unknown protein [Arabidopsis thaliana] 



205761 

LIB3083-100-Q1-L1-A10 

BLASTX 

g4098321 

686 

1.0e-72 

132 
100 

( U7 6 7 4 5 ) bet a- tubulin 



2 [Triticum aestivum] 



Seq. No. 
Seq. ID 



205762 

LIB3083-100-Q1-L1-A11 

BLASTX 

g3513727 

477 

4.0e-48 

119 

34 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB4 0052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

205763 

LIB3083-100-Q1-L1-A2 



28173 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2275215 

403 

2.0e-39 

122 

63 

(AC002337) 



hypothetical protein [Arabidopsis thaliana] 



205764 

LIB3083-100-Q1-L1-A3 

BLASTX 

g2342719 

252 

1.0e-21 

91 

55 

(AC002341) SF16 protein isolog [Arabidopsis thaliana] 
205765 

LIB3083-100-Q1-L1-A4 

BLASTX 

g2739376 

395 

2.0e-38 ; 

108 

69 

(AC002505) putative permease [Arabidopsis thaliana] 
205766 

LIB3083-100-Q1-L1-A5 

BLASTX 

g!12717 

147 

2.0e-09 

46 

59 

21 KD PROTEIN PRECURSOR (1.2 PROTEIN) >gi_82050_pir S10911 

hypothetical protein precursor - carrot 

>gi_18312_emb_CAA36642_ (X52395) precursor polypeptide (AA 
-22 to 171) [Daucus carota] 



Seq. No. 205767 

Seq. ID LIB3083-100-Q1-L1-A6 

Method BLASTX 

NCBI GI g2342719 

BLAST score 296 

E value 8.0e-27 

Match length 101 

% identity 57 

NCBI Description (AC002341) SF16 protein isolog [Arabidopsis thaliana] 



Seq. No. 205768 

Seq. ID LIB3083-100-Q1-L1-A7 

Method BLASTX 

NCBI GI g3513727 

BLAST score 498 

E value 1.0e-50 



28174 



Match length 

% identity 

NCBI Description 



118 
36 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains {Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 



Sea. No. 


205769 


Seq. ID 


LIB3083-100-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


gll74600 


BLAST score 


621 


E value 


5 . 0e-65 


Match length 


119 


% identity 


97 


NCBI Description 


TUBULIN BETA CHAIN >gi 493710 dbj BAA06382 (D30717 




a— fnbii 1 "in rOrvza satival 


Sea. No. 


205770 


Sea. ID 


LIB3083-100-Q1-L1-A9 




BLASTN 


NCBI GI 


gl743353 


BLAST score 


42 


Hi v a. x u.c 


4 . 0e-15 


Match length 


78 


% identity 


88 




NT talrjamiTti mRNA "For aldehvdp deh vdr o aena s © 


kJ C M . L^t W • 


205771 


Seq. ID 


LIB3083-100-Q1-L1-B11 


Mpthod 

L IK^a l.±\S\Ji 


BLASTN 


NCRT GT 

V_/-i-> J. J. 


a256119 


BLAST qcore 


33 


E value 


4.0e-09 


Match length 


65 


% identity 


88 


NCBI Description 


triose phosphate isomerase [Lactuca sativa=lettuce, 




Partial, 785 nt] 


Seq. No. 


205772 


Seq. ID 


LIB3083-100-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


525 


E value 


1.0e-53 


Match length 


108 


% identity 


91 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E - value 
Match length 



205773 

LIB3083-100-Q1-L1-B4 

BLASTX 

g4234768 

669 

1.0e-70 
122 



28175 



% identity 


92 


NCBI Description 


(AF069468) sterol-C5 


Seq. No. 


205774 ' 


Seq. ID 


LIB3083-100-Q1-L1-B6 


Method 


BLASTX 


NCBI GI 


g4455192 


BLAST score 


O A A 

.344 


E value 


2.0e-32 


Match length 


121 


% identity 


31 


NCBI Description 


(AL035440) putative 


Seq. No. 


205775 


Seq. ID 


LIB3083-100-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


gl709535 


BLAST score 


544 


E value 


6.0e-56 


Match length 


130 


% identity 


82 


NCBI Description 


DELTA l-PYRROLINE-5- 



.BOXYLATE SYNTHETASE B {P5CS B) 
[CONTAINS: GLUTAMATE 5-KINASE ( GAMMA- GLUTAMYL KINASE) (GK) ; 
GAMMA-GLUTAMYL PHOSPHATE REDUCTASE (GPR) 
(GLUTAMATE- 5 -SEMI ALDEHYDE DEHYDROGENASE) 
(GLUTAMYL-GAMMA-SEMIALDE . . . >gi_887388_emb_CAA60447_ 
(X86778) pyrroline-5-carboxylate synthetase B [Arabidopsis 
thaliana] >gi_1669658_emb_CAA70527_ (Y09355) 
pyrroline-5-carboxlyate synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205776 

LIB3083-100-Q1-L1-C10 

BLASTX 

g82512 

568 

9.0e-59 

114 

43 

ubiquitin precursor - rice (fragment) 

>gi_218189_dbj_BAA02241_ (D12776) poly-ubiquitin [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205777 

LIB3083-100-Q1-L1-C11 

BLASTX 

g217909 

140 

1.0e-08 

62 

50 

(D14044) glycolate oxidase [Cucurbita sp.] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



205778 

LIB3083-100-Q1-L1-C2 

BLASTX 

g3337361 

502 



28176 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-51 

120 

72 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
205779 

LIB3083-100-Q1-L1-C3 

BLASTX 

gll70507 

493 

5.0e-50 

121 

82 

EUKARYOTIC 
>gi_100276 



INITIATION FACTOR 4A-3 (EIF-4A-3) 

pir_ S22579 translation initiation factor eIF-4A 



curled-leaved tobacco >gi_19699_emb_CAA43514_ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbagini folia] 

205780 

LIB3083-100-Q1-L1-C4 

BLASTX 

g586076 

498 

2.0e-50 

97 

97 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X7Q184) Beta 
tubulin 1 [Lupinus albus] 

205781 

LIB3083-100-Q1-L1-C6 

BLASTX 

gl23650 

572 

3.0e-59 

114 

98 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_82245_pir SQ3250 heat 

shock protein 70 (clone pMON9743) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



205782 

LIB3083-100-Q1-L1-C7 

BLASTX 

g2760317 

439 

1.0e-43 

131 

66 

(AC002130) F1N21.1 [Arabidopsis thaliana] 
205783 

LIB3083-100-Q1-L1-C8 
BLASTX 



28177 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2911042 
536 

5.0e-55 

123 

86 

(AL021961) Phosphoglycerate dehydrogenase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205784 

LIB3083-100-Q1-L1-C9 

BLASTX 

g2244734 

417 

5.0e-41 

82 

99 

(D88414) actin [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



205785 

LIB3083-100-Q1-L1-D10 
BLASTX 



NCBI GI 


g3121849 


BLAST score 


658 


Hi value 


J • uc u y 




1 ?9 


n a y\ 4— -t +• * t 


v? u 


Vi K^LD J. UCOOIl^LlUll 


CALMODULIN >ai 1773321 (U79' 




alillUUb J 


O c q • IN U • 


905786 


Sea ID 


LIB3083-100-Q1-L1-D4 


Method 


BLASTX 


NCBI GI 


g3426039 


BLAST score 


212 


E value 


5.0e-17 


Match length 


112 


% identity 


71 


NCBI Description 


(AC005168) unknown protein 


Seq. No. 


205787 


Seq. ID 


LIB3083-100-Q1-L1-D5 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


115 


E value 


6.0e-58 


Match length 


328 


% identity 


51 


NCBI Description 


Gossypium barbadense FbLate 


Seq. No. 


205788 


Seq. ID 


LIB3083-100-Q1-L1-D6 


Method 


BLASTX 


NCBI GI 


g2815246 


BLAST score 


218 


E value 


8.0e-18 


Match length 


55 


% identity 


71 



28178 



NCBI Description 



(X95709) class I type 2 metallothionein [Cicer arietinum] 



Seq, No. 


205789 


Seq. ID 


LIB3083-100-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


g2129758 


BLAST score 


390 


E value 


7 . Oe-38 


Match length 


78 


% identity 


87 


NCBI Description 


ubiquitin conjugating enzyme E2 protein - Arabidopsis 




thaliana >gi 992704 (U33757) UBC7 [Arabidopsis thaliai 


Seq. No. 


205790 


Seq. ID 


LIB3083-100-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


g2160169 


BLAST score 


261 


E value 


9.0e-23 


Match length 


91 


% identitv 


59 


NCBI Descriotion 


(AC000132) No definition line found [Arabidopsis thai 


Sea No 


205791 


Seq. ID 


LIB3083-100-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


g3128192 




524 


Hj vai uc 


1 Oe-53 


Matph lpncrth 


117 


& "i Hf^ni - "i +■ v 


89 


WPRT np^rrinf i on 


(AC004521) axi 1-like protein [Arabidopsis thaliana] 


Seq* No. 


205792 


Seq. ID 


LIB3083-100-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g3983665 


BLAST score 


4 97 


K V?5 1 IIP 

J_l V £A -L. LA \^ 


2.0e-50 


Matrh lencrfch 


121 


& i Hp*n t" i f v 


80 


NCRT n^ciPTi nt* "i nn 


(AB011271) import in-beta2 [Oryza sativa] 


Seq. No. 


205793 


Seq. ID 


LIB3083-100-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


gl354272 




222 


F. 1 1 1 p 

J_l V Q_L Li C 


3. Oe-18 


Match length 


46 


% identity 


87 


NCBI Description 


(CJ51036) aspartic proteinase [Arabidopsis thaliana] 


Seq. No. 


205794 


Seq. ID 


LIB3083-100-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


gl619297 



28179 



BLAST score 


592 


E value 


1.0e-61 


Match length 


110 


% identity 


99 


NCBI Description 


(Y08490) alpha-tubulin 2 [Hordeum vulgare] 


Seq. No. 


205795 


Seq. ID 


LIB3083-100-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


g4510428 


BLAST score 


357 


E value 


5.0e-34 


Match length 


126 


% identity 


56 


NCBI Description 


(AC006929) putative argonaute protein [Aral 




thaliana] 


Seq. No. 


205796 


Seq. ID 


LIB3083-100-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


g2244975 


BLAST score 


480 


E value 


2.0e-48 


Match lencrth 


128 


% identity 


70 


NCBI Description 


(297340) hypothetical protein [Arabidopsis 


Sea. No. 


205797 


Seq. ID 


LIB3083-100-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


g4098272 


BLAST score 


234 


E value 


9.0e-20 


Match length 


44 


% identity 


98 


NCBI Description 


(U76558) alpha-tubulin [Triticum aestivum] 


Seq* No. 


205798 


Seq. ID 


LIB3083-100-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


g267131 


BLAST score 


246 


E value 


4.0e-21 


Match length 


102 


% identity 


23 


NCBI Description 


NUCLEOLYSIN TIAR (TIA-1 RELATED PROTEIN) 



>gi_423120_pir A46174 RNA-binding protein TIAR - human 

>gi_189310 (M96954) nucleolysin TIAR [Homo sapiens] 
>gi_4507499_ref_NP_003243.1_pTIALl__ TIA1 cytotoxic 
granule-associated RNA-binding protein-like 

Seq. No. 205799 

Seq. ID LIB3083-100-Q1-L1-E8 

Method BLASTX 

NCBI GI g3880320 

BLAST score 203 

E value 6.0e-16 



28180 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 
100 

(Z81134) predicted using Genefinder; similar to tubulin 
alpha subunit [Caenorhabditis elegans] 

205800 

LIB3083-100-Q1-L1-E9 

BLASTX 

g606942 

569 

7.0e-59 

123 

92 

(U13760) unknown [Gossypium hirsutum] 
205801 

LIB3083-100-Q1-L1-F1 

BLASTX 

g267069 

509 

6.0e-52 

94 

99 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_jpir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 


205802 


Seq. ID 


LIB3083-100-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


494 


E value 


3.0e-50 


Match length 


110 


% identity 


88 


NCBI Description 


(U58283) cellulose synthase 


Seq. No. 


205803 


Seq. ID 


LIB3083-100-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g3236248 


BLAST score 


517 


E value 


1.0e-52 


Match length 


127 


% identity 


78 


NCBI Description 


(AC004684) unknown protein 


Seq. No. 


205804 


Seq. ID 


LIB3083-100-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g4510421 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


105 


% identity 


34 


NCBI Description 


(AC006929) unknown protein 



[Gossypium hirsutum] 



28181 



© 



Seq. No. 


205805 


Seq. ID 


LIB3083-100-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g3327868 


BLAST score 


159 


E value 


8.0e-ll 


Match length 


112 


% identity 


38 


NCBI Description 


(AB012912) COPl-Interacting Protein 7 (CIP7) 




thai i ana] 


Seq. No. 


205806 


Seq. ID 


LIB3083-100-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g2760349 


BLAST score 


606 


E value 


3.0e-63 


Match length 


123 


% identity 


20 


NCBI Description 


(U84 969) ubiquitin [Arabidopsis thaliana] 


Seq. No. 


205807 


Seq. ID 


LIB3083-100-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g4098331 


BLAST score 


586 


E value 


7.0e-61 


Match length 


129 


% identity 


83 


NCBI Description 


(U76896) beta-tubulin 5 [Triticum aestivum] 


Seq. No. 


205808 


Seq. ID 


LIB3083-100-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


gl717967 


BLAST score 


223 


E value 


3.0e-18 


Match length 


98 


% identity 


48 


NCBI Description 


FLAVONOL 3 -O-GLUCOS YLTRANS FERASE (UDP-GLUCOSE 



[Arabidopsis 



3-O-GLUCOS YLTRANS FERASE) >gi_1345584_emb__CAA53582_ (X75968) 
3-O-glucsyltransferase [Vitis vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205809 

LIB3083-100-Q1-L1-G10 

BLASTX 

g3702332 

177 

6.0e-13 

69 
48 

(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



205810 

LIB3083-100-Q1-L1-G11 
BLASTN 



28182 



-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



CI 



g2154714 
46 

9.0e-17 

90 
88 

A.thaliana mRNA for CDPK-related protein kinase 



Seq. No. 205811 

Seq. ID LIB3083-100-Q1-L1-G12 

Method BLASTX 

NCBI GI g2098709 

BLAST score 634 

E value 2.0e-66 

Match length 134 

% identity 86 

NCBI Description (U82975) pectinesterase [Citrus sinensis] 

Seq. No. 205812 

Seq. ID LIB3083-100-Q1-L1-G2 

Method BLASTX 

NCBI GI g3540195 

BLAST score 4 62 

E value 2.0e-4 6 

Match length 107 

% identity 41 

NCBI Description ' (AC004260) Unknown protein [Arabidopsis thaliana] 

Seq. No. 205813 

Seq. ID LIB3083-100-Q1-L1-G3 

Method BLASTX 

NCBI GI g3128175 

BLAST score 144 

E value 4.0e-09 

Match length 90 

% identity 37 

NCBI Description (AC004521) unknown protein [Arabidopsis thaliana] 

Seq. No. 205814 

Seq. ID LIB3083-100-Q1-L1-G4 

Method BLASTX 

NCBI GI gl532165 

BLAST score 154 

E value 3.0e-10 

Match length 41 

% identity 73 

NCBI Description (U63815) similar to dehydrogenase encoded by GenBank 



Accession Number S39508; localized according to blastn 
similarity to EST sequences; therefore, the coding span 
corresponds only to an area of similarity since the 
initation codon and stop 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



205815 

LIB3083-100-Q1-L1-G5 

BLASTX 

g2541876 

291 

3.0e-26 



28183 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



127 
53 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



205816 

LIB3083-100-Q1-L1-G7 

BLASTX 

gl706958 

696 

9.0e-74 

129 
99 

(U58284) cellulose synthase 



[Gossypium hirsutum] 



205817 

LIB3083-100-Q1-L1-G9 

BLASTN 

gl!43223 

238 

1.0e-131 

399 - 
30 

Gossypium barbadense FbLate-2 gene, complete cds 
205818 

LIB3083-100-Q1-L1-H12 

BLASTX 

gll70938 

471 

2.0e-47 

93 

92 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_481566__pir S38875 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429106_emb_CAA80866_ (Z24742) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 

205819 

LIB3083-100-Q1-L1-H2 

BLASTX 

gl777921 

576 

1.0e-59 

113 

96 

(U54774) glutamate decarboxylase [Nicotiana tabacum] 
205820 

LIB3083-100-Q1-L1-H3 

BLASTX 

g2245136 

387 

1.0e-37 
107 



28184 



9 



% identity 


71 


NCBI Description 


(Z 9734 4) trehalose- 6-phosphate synthase homolog 




[Arabidopsis thaliana] 


Seq. No. 


205821 


Seq. ID 


LIB3083-100-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


g4455275 


BLAST score 


202 


E value 


8.0e-16 


Match length 


125 


% identity 


39 


NCBI Description 


(AL035527) putative protein [Arabidopsis thaliana] 


Seq. No. 


205822 


Seq. ID 


LIB3083-100-Q1-L1-H5 


Method 


BLASTN 


NCBI GI 


gl480456 


BLAST score 


39 


E value 


1.0e-12 


Match length 


55 


% identity 


93 


NCBI Description 


Hevea brasiliensis latex allergen Hev b ~5 mRNA, complete 




cds 


Seer. No. 


205823 


Seq. ID 


LIB3083-100-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


g3935138 


BLAST score 


140 


E value 


1.0e-08 


Match length 


97 


% identity 


37 


NCBI Description 


(AC005106) T25N20.2 [Arabidopsis thaliana] 


Seq. No. 


205824 


Seq. ID 


LIB3083-101-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g4105772 


BLAST score 


425 


E value 


5.0e-42 


Match length 


101 


% identity 


40 


NCBI Description 


(AF04 9917) PGP9B [Petunia x hybrida] 


Seq. No. 


205825 


Seq. ID 


LIB3083-101-Q1-L1-A12 


Method 


BLASTX 


NCBI GI 


g3377797 


BLAST score 


286 


E value 


5.0e-26 


Match length 


66 


% identity 


85 


NCBI Description 


(AF075597) Similar to 60S ribosome protein L19; coded for 




by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 



H36046; coded for by A. thaliana cDNA T44067; coded for 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 



by 



28185 



R90691 [Ara 



Seq. No. 


205826 


Seq. ID 


LIB3083-101-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


257 


E value 


1.0e-22 


Match length 


81 


% identity 


65 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


Seq. No. 


205827 


Seq. ID 


LIB3083-101-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


gzl4 o fol 


BLAST score 


225 


E value 


4.0e-19 


Match length 


69 


% identity 


62 


NCBI Description 


FK506-binding protein - Arabidopsis thaliana >gi_1354207 




(U49453) rofl [Arabidopsis thaliana] 


Seq. No. 


205828 


Seq. ID 


LIB3083-101-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


g3582436 


BLAST score 


328 


E value 


1.0e-30 


Match length 


107 


% identity 


59 


NCBI Description 


(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 


Seq. No. 


205829 


Seq. ID 


LIB3083-101-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g4104242 


BLAST score 


379 


E value 


9.0e-37 


Match length 


98 


% identity 


80 


NCBI Description 


(AF034266) palmitoyl-acyl carrier protein thioesterase 




[Gossypiuirt hirsutum] 


Seq. No. 


205830 


Seq. ID 


LIB3083-101-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


g3297823 


BLAST score 


262 


E value 


7.0e-23 


Match length 


76 


% identity 


72 


NCBI Description 


(AL031032) putative protein [Arabidopsis thaliana] 


Seq. No. 


205831 


Seq. ID 


LIB3083-101-Q1-L1-B10 


Method 


BLASTN 



28186 



NCBI GI 


II 

gl706957 


BLAST score 


112 


E value 


2.0e-56 


Match length 


160 


% identity 


93 


NCBI Description 


Gossypium hirsutum 
cds 




llulose synthase (celA2) mRNA, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205832 

LIB3083-101-Q1-L1-B11 

BLASTX 

g2306917 

356 

5.0e-34 
90 
78 

(AF003728) 
thaliana] 



plasma membrane intrinsic protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



205833 

LIB3083-101-Q1-L1-B12 

BLASTX 

g3850148 

161 

3.0e-ll 
94 
14 

(AL033396) 
albicans] 



regulator of chromosome condensation [Candida 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205834 

LIB3083-101-Q1-L1-B4 

BLASTX 

gl928981 

422 

1.0e-41 

114 

75 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

205835 

LIB3083-101-Q1-L1-B6 

BLASTX 

gl946355 

408 

5.0e-40 

126 

59 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 205836 

Seq. ID LIB3083-101-Q1-L1-B7 

Method BLASTX 

NCBI GI g4097094 



28187 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



II 



351 

2.0e-33 

107 
64 

(U45447) vacuolar proton-ATPase subunit D [Oryctolagus 
cuniculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205837 

LIB3083-101-Q1-L1-B8 

BLASTX 

g2493146 

325 

3.0e-30 

94 

71 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_755148 
(U13669) vacuolar H+-ATPase proteolipid (16 JcDa) subunit 
[Gossypium hirsutum] >gi_4519415_dbj_BAA75542 . 1_ (AB024275) 

vacuolar H+-ATPase c subunit [Citrus unshiu] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205838 

LIB3083-101-Q1-L1-B9 

BLASTX 

g!00490 

419 

3.0e-41 

84 

26 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

205839 

LIB3083-101-Q1-L1-C10 

BLASTX 

g4100433 

283 

3.0e-25 

72 

75 

(AF000378) beta-glucosidase [Glycine max] 
205840 

LIB3083-101-Q1-L1-C11 

BLASTX 

g2655037 

234 

1.0e-19 

128 

40 

(AF019952) tumor suppressing STF cDNA 1 [Homo sapiens] 
>gi_4507703_ref_NP_003301.1_pTSSCl_ tumor suppressing 
subtransferable candidate 



Seq. No. 
Seq. ID 
Method 



205841 

LIB3083-101-Q1-L1-C12 
BLASTN 



28188 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2829205 
378 

0.0e+00 

390 

18 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

205842 

LIB3083-101-Q1-L1-C4 

BLASTX 

g!36636 

276 

1.0e-24 

50 
100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_107 6424_pir S43781 ubiquitin-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6.3.2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 


205843 


Seq. ID 


LIB3083-101-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g3582436 


BLAST score 


520 


E value 


4.0e-53 


Match length 


124 


% identity 


80 


NCBI Description 


(AB017502) beta-D-glucan exohydrolase [Nicotiana 


Seq. No. 


205844 


Seq. ID 


LIB3083-101-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g2154715 


BLAST score 


327 


E value 


6.0e-31 


Match length 


73 


% identity 


84 


NCBI Description 


(Y09418) CDPK-related protein kinase [Arabidopsis 


Seq. No. 


205845 


Seq. ID 


LIB3083-101-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g3695388 


BLAST score 


271 


E value 


6.0e-24 


Match length 


91 


% identity 


54 


NCBI Description 


(AF096371) No definition line found [Arabidopsis 


Seq. No. 


205846 



28189 



Seq. ID LIB3083-101-Q1-L1-D11 

Method BLASTX 

NCBI GI g2980806 

BLAST score 418 

E value 4.0e-41 

Match length 129 

% identity 63 

NCBI Description (AL022197) putative protein [Arabidopsis thaliana] 

Seq. No. 205847 

Seq. ID LIB3083-101-Q1-L1-D2 

Method BLASTX 

NCBI GI g807698 

BLAST score 299 

E value 2.0e-27 

Match length 96 

% identity 61 

NCBI Description (D32206) prepro-cucumisin [Cucumis melo] 

Seq. No. 205848 

Seq. ID LIB3083-101-Q1-L1-D4 

Method BLASTX 

NCBI GI g2306917 

BLAST score 44 9 

E value 7.0e-45 

Match length 96 

% identity 91 

NCBI Description (AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 

Seq. No. 205849 

Seq. ID LIB3083-101-Q1-L1-D6 

Method BLASTX 

NCBI GI g2245109 

BLAST score 344 

E value 2.0e-32 

Match length 94 

% identity 71 

NCBI Description (Z97343) carboxyl -terminal proteinase homolog [Arabidopsis 
thaliana] 

Seq. No. 205850 

Seq. ID LIB3083-101-Q1-L1-D9 

Method BLASTX 

NCBI GI g2252630 

BLAST score 177 

E value 5.0e-13 

Match length 50 

% identity 72 

NCBI Description (U95973) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 205851 

Seq. ID LIB3083-101-Q1-L1-E1 

Method BLASTX 

NCBI GI gll72835 

BLAST score 448 

E value 8.0e-45 



28190 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



87 
97 

GTP-BINDING NUCLEAR PROTEIN RAN-A1 >gi_496268 (L16767) 
GTP-binding protein [Nicotiana tabacum] 

205852 

LIB3083-101-Q1-L1-E12 

BLASTX 

g4490336 

206 

3.0e-16 

94 

48 

(AL035656) auxin-induced protein-like [Arabidopsis 
thaliana] 



Seq. No. 


205853 


Seq. ID 


LIB3083-101-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g4454307 


BLAST score 


418 


E value 


2.0e-41 


Match length 


88 


% identity 


85 


NCBI Description 


(AJ132763) cyclophilin 


Seq. No. 


205854 


Seq. ID 


LIB3083-101-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


g464707 


BLAST score 


469 


E value 


4.0e-47 


Match length 


97 


% identity 


94 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb__CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb__T21121 / gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

205855 

LIB3083-101-Q1-L1-E4 

BLASTX 

g4185511 

455 

2.0e-45 
99 



28191 



% identity 

NCBI Description 



84 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 



Seq. No. 


205856 


Seq. ID 


LIB3083-101-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


g3327868 


BLAST score 


142 


E value 


6.0e-09 


Match length 


87 


% identity 


41 


NCBI Description 


(AB012912) COPl-Interactinc 




thaliana] 


Seq. No. 


205857 


Seq. ID 


LIB3083-101-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


g4510383 


BLAST score 


172 


E value 


2.0e-12 


Match length 


60 


% identity 


60 


NCBI Description 


(AC007017) unknown protein 


Seq. No. 


205858 


Seq. ID 


LIB3083-101-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g3642014 


BLAST score 


174 


E value 


2.0e-12 


Match length 


49 


% identity 


61 


NCBI Description 


(AL031620) similar to Zinc 




[Caenorhabditis elegans] 


Seq. No. 


205859 


Seq. ID 


LIB3083-101-Q1-L1-F6 


Method 


BLASTN 


NCBI GI 


g3869087 


BLAST score 


50 


E value 


3.0e-19 


Match length 


212 


% identitv 


87 


NCBI Description 


Nicotiana paniculata mRNA 




complete cds 


Seq. No. 


205860 


Seq. ID 


LIB3083-101-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g3402701 


BLAST score 


197 


E value 


3.0e-15 


Match length 


56 


% identity 


71 


NCBI Description 


(AC004261) unknown protein 



Protein 7 (CIP7) [Arabidopsis 



C3HC4 type (RING finger) 



•1 alpha, 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



205861 

LIB3083-101-Q1-L1-G2 

BLASTX 

g4056462 

421 

2.0e-41 

126 

63 

(AC005990) Strong similarity to gb_Y09876 aldehyde 
dehydrogenase (NAD+) from Nicotiana tabacum and a member 
the aldehyde dehydrogenase family PF_00171. ESTs 
gb_F15117, gb_R83958 and gb_586262 come from this gene. 
[Arabidopsis thaliana] 



of 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205862 

LIB3083-101-Q1-L1-G4 

BLASTX 

g547683 

330 

2.0e-31 

70 
90 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205863 

LIB3083-101-Q1-L1-G5 

BLASTX 

gl082054 

201 

8.0e-16 

80 

49 

(Z49859) copper transporter protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205864 

LIB3083-101-Q1-L1-G6 

BLASTX 

gll74592 

518 

5.0e-53 

104 

98 

TUBULIN ALPHA- 1 CHAIN >gi__211927 0_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U1258 9) alpha-tubulin [Pisum 
sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



205865 

LIB3083-101-Q1-L1-G7 

BLASTX 

g2288986 

516 

1.0e-52 

126 

74 



28193 




NCBI Description 


(AC002335) glyoxalase II isolog [Arabidopsis thaliana] 


Seq. No. 


205866 


Seq. ID 


LIB3083-101-Q1-L1-G8 


Method 


BLASTN 


NCBI GI 


g644492 


BLAST score 


33 


E value 


6.0e-09 


Match length 


49 


% identity 


92 


NCBI Description 


Corn elongation factor lalpha gene, complete cds 


Seq. No. 


205867 


Seq. ID 


LIB3083-101-Q1-L1-H1 


Method 


BLASTX 


NCBI GI 


g3201613 


BLAST score 


297 


E value 


5.0e-27 


Match length 


120 


% identity 


59 


NCBI Description 


(AC004669) glutathione S-transf erase [Arabidopsis thai 


Seq. No. 


205868 


Seq. ID 


LIB3083-101-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g2244835 


BLAST score 


144 


E value 


5.0e-09 


Match length 


73 


% identity 


48 


NCBI Description 


(Z97337) protein kinase homolog [Arabidopsis thaliana] 


Seq. No. 


205869 


Seq. ID 


LIB3083-101-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


g4539292 


BLAST score 


431 


E value 


8.0e-43 


Match length 


106 


% identity 


76 


NCBI Description 


(AL049480) putative ribosomal protein S10 [Arabidopsis 




thaliana] 


Seq. No. 


205870 


Seq. ID 


LIB3083-101-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


gl483218 


BLAST score 


237 


E value 


6.0e-20 


Match length 


119 


% identity 


45 


NCBI Dpspri r>t* "i on 


(X9979'31 i ndnppri linnn wnnnH "i ncr sfTPSs r At^Iti Hon<! i s 




thaliana] 


Seq. No. 


205871 


Seq. ID 


LIB3083-101-Q1-L1-H2 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl079251 
95 

4.0e-12 

63 
66 

alpha-tubulin brain-specific isotype (clone pTUB5) 
salmon 



chum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



205872 

LIB3083-101-Q1-L1-H3 

BLASTX 

g4567283 

277 

1.0e-24 

89 

65 

(AC006841) unknown protein [Arabidopsis thaliana] 
205873 

LIB3083-101-Q1-L1-H5 

BLASTX 

g3757522 

341 

4.0e-32 

124 

65 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
205874 

LIB3083-101-Q1-L1-H9 

BLASTN 

g451543 

173 

1.0e-92 

232 

94 

Gossypium barbadense Sea Island proline-rich cell wall 
protein gene complete cds. >gi_1598725_gb_I18370_I18370 
Sequence 25 from patent US 

205875 

LIB3083-102-Q1-L1-A3 

BLASTX 

gl707959 

473 

6.0e-55 

112 

96 

GLUTAMINE SYNTHETASE CYTOSOLIC ISOZYME 2 

(GLUTAMATE— AMMONIA LIGASE) >gi_11348 98_emb_CAA63982_ 

(X94321) glutamine synthetase [Vitis vinifera] 

205876 

LIB3083-102-Q1-L1-A5 

BLASTN 

g2244733 

210 



28195 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-114 

307 

97 

Cotton mRNA for actin, clone CF456, partial cds 
205877 

LIB3083-102-Q1-L1-A6 

BLASTX 

gl076696 

307 

4.0e-28 

68 

78 

cyprosin 
cyprosin 



- cardoon >gi__556819_emb_CAA57510_ (X81984) 
[Cynara cardun cuius] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



205878 

LIB3083-102-Q1-L1-A7 
BLASTX 
g3702368 
. 515 
2.0e-52 
131 
74 

(AJ001855) alpha subunit of F-actin capping protein 
[Arabidopsis thaliana] 

205879 

LIB3083-102-Q1-L1-B1 

BLASTX 

g464849 

649 

3.0e-68 

131 

98 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

205880 

LIB3083-102-Q1-L1-B2 

BLASTX 

g2 67073 

416 

1.0e-52 

110 

97 

TUBULIN BETA- 2 / BETA- 3 CHAIN >gi_320184jpir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_1668 98 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

205881 

LIB3083-102-Q1-L1-B6 

BLASTX 

g!561774 

387 



28196 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



9.0e-38 

92' 
82 

(U67426) malate dehydrogenase [Vitis vinifera] 
205882 

LIB3083-102-Q1-L1-C3 

BLASTX 

g4185511 

314 

6.0e-29 

88 

68 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 

205883 

LIB3083-102-Q1-L1-C4 

BLASTN 

g2829205 

189 

1.0e-102 

269 
74 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

205884 

LIB3083-102-Q1-L1-C6 

BLASTX 

gll73104 

394 

1.0e-38 

91 

71 

RIBONUCLEASE 2 PRECURSOR >gi_289210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 

205885 

LIB3083-102-Q1-L1-C7 

BLASTX 

g2224695 

196 

4.0e-15 

111 

45 

(AB002375) KIAA0377 [Homo sapiens] 
205886 

LIB3083-102-Q1-L1-C8 

BLASTX 

gl345970 

489 

1.0e-49 

93 
89 



28197 



NCBI Description 



II 



OMEGA- 3 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi_870784 (U25817) omega-3 fatty acid desaturase [Sesamum 
indicum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205887 

LIB3083-102-Q1-L1-D1 

BLASTX 

gl702983 

243 

9.0e-31 

108 

64 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_2257 3_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 



205888 

LIB3083-102-Q1-L1-D3 

BLASTN 

gll43223 

173 

2.0e-92 

356 

51 

Gossypium barbadense FbLate-2 



gene, complete cds 



205889 

LIB3083-102-Q1-L1-D5 

BLASTX 

g2129473 

205 

4.0e-16 

76 

51 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205890 

LIB3083-102-Q1-L1-D6 

BLASTN 

g4104241 

184 

3.0e-99 

208 

97 

Gossypium hirsutum palmitoyl-acyl carrier protein 
thioesterase (FatBl) itiRNA, partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



205891 

LIB3083-102-Q1-L1-D7 

BLASTX 

g2982451 

158 

1.0e-14 
56 



28198 




% identity 


67 


NCBI Description 


(AL022223) putative protein [Arabidopsis thai 


Seq. No. 


205892 


Seq. ID 


LIB3083-102-Q1-L1-E1 


Method 


BLASTX 


NCBI GI 


g3935147 


BLAST score 


*5 n o 

392 


E value 


1.0e-45 


Match length 


123 


% identity 


69 


NCBI Description 


(AC005106) T25N20.11 [Arabidopsis thaliana] 


Seq. No. 


205893 


Seq. ID 


LIB3083-102-Q1-L1-E2 


Method 


BLASTN 


NCBI GI 


gl!43223 


BLAST score 


74 


E value 


1.0e-33 


Match length 


225 


% identity 


89 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete 


Seq. No. 


205894 


Seq. ID 


LIB3083-102-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


g!388078 


BLAST score 


276 


E value 


9.0e-25 


Match length 


72 


% identity 


67 


NCBI Description 


(U35826) thioredoxin h [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205895 

LIB3083-102-Q1-L1-E8 

BLASTX 

gll69238 

477 

2.0e-48 

94 

89 

GLUTAMATE DECARBOXYLASE (GAD) 
glutamate decarboxylase (EC 4, 



>gi_1076648_pir A487 67 

1.1.15), calmodulin-binding 



garden petunia >gi_294112 (L16797) glutamate decarboxylase 
[Petunia hybrida] >gi_309680 (L16977) glutamate 
decarboxylase [Petunia hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205896 

LIB3083-102-Q1-L1-F3 

BLASTX 

g4415992 

286 

1.0e-36 

88 

93 

(AF059288) beta-tubulin 2 



[Eleusine indica] 



28199 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205897 

LIB3083-102-Q1-L1-F7 

BLASTX 

g3121748 

141 

1.0e-08 

75 
35 

PUTATIVE ALLANTOINASE >gi_2 635738_emb_CAB15231_ (Z99120) 
similar to allantoinase [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205898 

LIB3083-102-Q1-L1-G1 

BLASTX 

g3334138 

403 

2.0e-39 

109 

71 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 (U20502) calnexin 
[Glycine max] 

205899 

LIB3083-102-Q1-L1-G2 

BLASTN 

g2970050 

45 

3.0e-16 

109 
85 

Vigna radiata mRNA for ARG10, complete cds 
205900 

LIB3083-102-Q1-L1-G3 

BLASTX 

g4097579 

455 

2.0e-45 

130 

71 

(U64922) NTGP1 [Nicotiana tabacum] 
205901 

LIB3083-102-Q1-L1-G7 

BLASTX 

g231757 

288 

7.0e-26 

92 

59 

CAFFEIC ACID 3-O-METHYLTRANSFERASE 

(S-ADENOSYSL-L -METHIONINE : CAFFEIC ACID 

3-O-METHYLTRANSFERASE) (COMT) >gi_99653_pir S18568 

lignin-bispecif ic O-methyltransf erase (EC 2.1.1.-} - 
quaking aspen >gi_20951_emb_CAA44006_ (X62096) lignin 
bispecific acid/5-hydroxyferulic acid methyltransf erase 

[Populus tremuloides] >gi_2226267 (U13171) caffeic 



28200 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



acid/5-hydroxyferulic acid O-methyltransf erase [Populus 
tremuloides] 

205902 

LIB3083-102-Q1-L1-H2 

BLASTX 

g2982301 

188 

2.0e-14 

91 
46 

(AF051235) YGLOlOw-like protein [Picea mariana] 
205903 

LIB3083-102-Q1-L1-H3 

BLASTX 

g3033397 

378 

2.0e-36 

125 

64 

(AC004238) unknown protein [Arabidopsis thaliana] 
205904 

LIB3083-102-Q1-L1-H6 

BLASTX 

g2065531 

365 

4.0e-35 

94 

71 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
205905 

LIB3083-102-Q1-L1-H7 

BLASTX 

g3193306 

283 

3.0e-25 

94 

60 

(AF0 69300) contains similarity to Arabidopsis 
membrane-associated salt-inducible-like protein 
(GB:AL021637) [Arabidopsis thaliana] 

205906 

LIB3083-103-Q1-L1-A10 

BLASTX 

g3395440 

179 

2.0e-13 

76 
41 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
205907 

LIB3083-103-Q1-L1-A11 



28201 



CI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2154715 

605 

4.0e-63 

130 

90 

(Y09418) 



CDPK-related protein kinase [Arabidopsis thaliana] 



(D17760) 



205908 

LIB3083-103-Q1-L1-A12 
BLASTX 
gl703380 
510 

6.0e-52 
109 
89 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ 
ADP-ribosylation factor [Oryza sativa] 

205909 

LIB3083-103-Q1-L1-B11 

BLASTX 

g3269288 

447 

1.0e-44 

103 

82 

(AL030978) putative protein [Arabidopsis thaliana] 
205910 

LIB3083-103-Q1-L1-B12 

BLASTX 

g586076 

313 

3.0e-29 

61 

92 

TUBULIN BETA-1 CHAIN >gi_48 6734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA49736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205911 

LIB3083-103-Q1-L1-B9 

BLASTX 

gl66949 

412 

2.0e-40 

126 

60 

(M32885) cytochrome P- 
americana] 



450LXXIA1 (cyp71Al) [Persea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



205912 

LIB3083-103-Q1-L1-C10 

BLASTX 

g4468990 

343 



28202 



E value 
Match length 
% identity 
NCBI Description 



2.0e-32 

106 

67 

(AL035605) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205913 

LIB3083-103-Q1-L1-C11 

BLASTX 

g2459446 

421 

2.0e-41 

128 

63 

(AC002332) 
thaliana] 



putative cinnamoyl-CoA reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205914 

LIB3083-103-Q1-L1-C12 

BLASTX 

g2494320 

285 

7.0e-26 

63 

89 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5J 
>gi_1806575_emb_CAA67868_ (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 



Seq. No. 


205915 


Seq. ID 


LIB3083-103-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


g4006886 


BLAST score 


557 


E value 


2.0e-57 


Match length 


122 


% identity 


81 


NCBI Description 


(Z99708) putative protein [Arabidops 


Seq. No. 


205916 


Seq. ID 


LIB3083-103-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g2493852 


BLAST score 


291 


E value 


3.0e-26 


Match length 


63 


% identity 


84 


NCBI Description 


CYTOCHROME C OXIDASE POLYPEPTIDE VC 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_l 07035 6_emb_CAA92 1 0 7_ 
subunit [Hordeum vulgare] 

205917 

LIB3083-103-Q1-L1-E9 

BLASTX 

gll74595 

660 

2.0e-69 
128 



(Z 68 091) cytochrome c oxidase, Vc 



28203 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

TUBULIN BETA-1 CHAIN >gi_1076658_pir S50747 beta-tubulin - 

potato >gi_609268_emb_CAA83847_ (Z33382) beta-tubulin 
[Solanum tuberosum] 

205918 

LIB3083-103-Q1-L1-F10 

BLASTX 

gl732511 

417 

5.0e-41 

93 

85 

(U62742) Ran binding protein 1 homolog [Arabidopsis 
thaliana] 

205919 

LIB3083-103-Q1-L1-F9 

BLASTX 

g2271477 

305 

5.0e-28 

62 

94 

(AF009631) AP47/50p [Arabidopsis thaliana] 
205920 

LIB3083-103-Q1-L1-G10 

BLASTX 

g3123271 

506 

2.0e-51 

118 
83 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 

205921 

LIB3083-103-Q1-L1-G12 

BLASTX 

gl737492 

402 

3.0e-39 

122 

20 

(U81318) poly (A) -binding protein [Triticum aestivum] 
205922 

LIB3083-103-Q1-L1-G9 

BLASTX 

g2829895 

264 

4.0e-23 

69 

72 

(AC002311) hypothetical protein [Arabidopsis thaliana] 



28204 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205923 

LIB3083-103-Q1-L1-H12 

BLASTX 

g2791896 

615 

3.0e-64 

127 

95 

(Y08997) 146kDa nuclear protein [Xenopus laevis] 
205924 

LIB3083-103-Q1-L1-H9 

BLASTX 

g2706450 

281 

3.0e-25 

72 

79 

(AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 

205925 

LIB3083-104-Q1-L1-A2 

BLASTN 

g3046851 

35 

3.0e-10 

138 

39 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MIJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205926 

LIB3083-104-Q1-L1-A3 

BLASTX 

g333413S 

542 

1.0e-55 

130 

77 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 
[Glycine max] 



(U20502) calnexin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



205927 

LIB3083-104-Q1-L1-A4 

BLASTX 

g2738248 

530 

3.0e-54 

130 

82 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

205928 

LIB3083-104-Q1-L1-A5 
BLASTX 



28205 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3080420 
610 

1.0e-63 

134 

87 

(AL022604) 
thaliana] 



putative sugar transporter protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



205929 

LIB3083-104-Q1-L1-A6 

BLASTX 

g4567273 

360 

2.0e-34 

97 

71 

(AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 

205930 

LIB3083-104-Q1-L1-B1 

BLASTX 

g266567 

187 

5.0e-14 

101 

45 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi_421956__pir S23558 mitochondrial processing peptidase 

(EC 3.4.99.41) alpha chain precursor - potato 
>gi_21493_emb_CAA46990_ (X66284) mitochondrial processing 
peptidase [Solanum tuberosum] 

205931 

LIB3083-104-Q1-L1-B2 

BLASTX ' 

g231496 

592 

1.0e-61 

116 

98 

ACTIN 58 >gi_100421_pir S20094 actin - potato 

>gi_21536__emb_CAA39278_ (X5574 9) actin [Solanum tuberosum] 

205932 

LIB3083-104-Q1-L1-B3 

BLASTX 

g4204315 

265 

3.0e-23 

67 

70 

(AC003027) Unknown protein [Arabidopsis thaliana] 
205933 

LIB3083-104-Q1-L1-B7 



28206 



Method 


BLASTX 


NCBI GI 


g2791806 


BLAST score 


295 


E value 


1.0e-26 


Match length 


82 


% identity 


66 


NCBI Description 


(AF041433) bet3 [Mus musculus] 


Seq. No. 


205934 


Seq. ID 


LIB3083-104-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


304 


E value 


9.0e-28 


Match length 


126 


% identity 


49 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


205935 


Seq. ID 


LIB3083-104-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g547867 


BLAST score 


556 


E value 


2.0e-57 


Match length 


131 


% identity 


79 


NCBI Description 


LIPOXYGENASE 1 >ai 541878 nir J02267 liooxvaenase 




1.13.11.12) AtLoxl""- ArabidopsTs thaliana >gi 2892 




(L04637} 1 iDOxvcypns se* r Ayalrn Hnn^i s thai i snal >rri 4 




(U01843) lipoxygenase 1 [Arabidopsis thaliana] 


Seq. No. 


205936 


Seq. ID 


LIB3083-104-Q1-L1-C3 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


125 


E value 


7.0e-64 


Match length 


363 


% identity 


90 


NCBI Description 


Gossypium barbadense FbLate— 2 gene, complete cds 


Seq. No. 


205937 


Seq. ID 


LIB3083-104-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g2506139 


BLAST score 


413 


E value 


1.0e-40 


Match length 


107 


% identity 


75 


NCBI Description 


COATOMER DELTA SUB UNIT (DELTA- COAT PROTEIN) (DELTA- 




(ARCHAIN) >ai 1314049 emb CAA91901 (Z67962} 




archain/delta-COP [Oryza sativa] 


Seq. No. 


205938 


Seq. ID 


LIB3083-104-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


gll74870 



(EC 



28207 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



265 

3.0e-23 

73 

74 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8 . 0 KD PROTEIN 
>gi_633685_emb_CAA55861_ (X79274) ubiquinol — cytochrome c 
reductase [Solanum tuberosum] 



Seq. No. 


205939 


Seq. ID 


LIB3083-104-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


305 


E value 


4.0e-28 


Match length 


87 


% identity 


70 


NCBI Description 


(U58284) cellulose synthase 


Sea No 


205940 


9err TD 


LIB3083-104-O1-L1-D4 


Mot - Vi nH 


RT.ASTX 


NCBI GI 


gll43322 


BLAST score 


185 


K value 


7.0e-14 


Mat* cYs 1 pnrrth 


109 


% identitv 


39 


NCBI Description 


(U4 0 97 9 ) al f a-carboxyltrans 


Sea No 


205941 


Seq. ID 


LIB3083-104-O1-L1-D5 


Mp 1" Vi o r\ 


BLASTX 


NCBI GI 


gl076315 


BLAST score 


225 


F. value 


2.0e-18 


Match length 


125 


% identity 


41 


NCBI Description 


cytochrome P450 - Arabidops 




>gi_853719_emb_CAA60793_ (X 




[Arabidopsis thaliana] >gi 




CYP90 nrotpin rArabido'Dsis 


Sea No 


205942 




T,TR30fi?-1 04-01 -LI -Dfi 






NCBI GI 


g3126963 


BLAST score 


283 


E value 


2.0e-25 


Match length 


95 


% identity 


52 


NCBI Description 


(AF061805) acidic chitinase 


Seq. No. 


205943 


Seq. ID 


LIB3083-104-Q1-L1-D8 


Method 


BLASTX 


NCBI GI 


g3582333 


BLAST score 


618 


E value 


1.0e-64 



28208 



Match length 


127 


% identity 


93 


NCBI Description 


(AC0054 96) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


205944 


Seq. ID 


LIB3083-104-Q1-L1-E1 


Method 


BLASTX 


NCBI GI 


g2244799 


BLAST score 


346 


E value 


1.0e-32 


Match length 


124 


% identity 


53 


NCBI Description 


(Z97336) carnitine racemase homolog [Arabidopsis thaliana 


Seq. No. 


205945 


Seq. ID 


LIB3083-104-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


449 


E value 


8.0e-45 


Match length 


123 


% identity 


64 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


205946 


Seq. ID 


LIB3083-104-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


g3511285 


BLAST score 


644 


E value 


1.0e-67 


Match length 


128 


% identity 


91 


NCBI Description 


(AF081534) cellulose synthase [Populus alba x Populus 




tremula] 


Seq. No. 


205947 


Seq. ID 


LIB3083-104-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


g2982451 


BLAST score 


207 


E value 


1.0e-21 


Match length 


92 


% identity 


74 


NCBI Description 


(AL022223) putative protein [Arabidopsis thaliana] 


Seq. No. 


205948 


Seq. ID 


LIB3083-104-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g3915031 


BLAST score 


566 


E value 


7.0e-66 


Match length 


126 


% identity 


99 


NCBI Description 


ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR . 




(STEAROYL-ACP DESATURASE) >gi_1217628_emb___CAA65232_ 




(X95988) delta 9 stearoyi- [acyl-carrier protein] desatura 




[Gossypium hirsutum] 



28209 



Seq. No. 


205949 


Seq. ID 


LIB3083-104-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g4325367 


BLAST score 


177 


E value 


7.0e-13 


Match length 


37 


% identity 


78 


NCBI Description 


(AF128396) contains similarity to Nicotiana tabacum B- 




cyclin (GB:D50737) [Arabidopsis thaliana] 


Seq. No. 


205950 


Seq. ID 


LIB3083-104-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g4455158 


BLAST score 


577 


E value 


8 . 0e-60 


Match length 


128 


% identity 


82 


NCBI Description 


(AL021687) kinase-like protein [Arabidopsis thaliana] 


Seq. No. 


205951 


Seq. ID 


LIB3083-104-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


gll70747 


BLAST score 


343 


E value 


2.0e-32 


Match length 


80 


% identity 


84 


NCBI Description 


LATE EMBRYOGENES I S ABUNDANT PROTEIN LEAS -A >gi 167345 



(M88324) late embryogenesis -abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis -abundant protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205952 

LIB3083-104-Q1-L1-F8 

BLASTN 

g2829205 

357 

0.0e+00 

398 

19 

Gossypium hirsutum cultivar Siokra 
precursor (PRP) mRNA, complete cds 



1-2 proline-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205953 

LIB3083-104-Q1-L1-G2 

BLASTX 

g!706956 

554 

4.0e-57 

103 
98 

(U58283) 



cellulose synthase [Gossypium hirsutum] 



Seq. No. 



205954 



28210 



CI 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-104-Q1-L1-G6 

BLASTX 

g4218011 

272 

5.0e-24 

85 
60 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

205955 

LIB3083-104-Q1-L1-G7 

BLASTX 

gl076800 

620 

8.0e-65 

130 

85 

L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA84406__ (Z34934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 

peroxidase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



205956 

LIB3083-104-Q1-L1-H1 

BLASTX 

gll9640 

293 

1.0e-26 

113 

54 

1 -AMI NOC YCLO PROPANE - 1 -CARBOX YLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109_pir S01642 ripening protein E8 - tomato 

>gi_19199_emb_CAA3178 9_ (X13437) E8 protein [Lycopersicon 
esculentum] 

205957 

LIB3083-104-Q1-L1-H2 

BLASTX 

gll69009 

341 

4.0e-32 

123 

52 

CAFFEIC ACID 3-O-METHYLTRANSFERASE 
(S-ADENOSYSL-L-METHIONINE: CAFFEIC ACID 

3-O-METHYLTRANSFERASE) (COMT) >gi_542009_pir S40146 

catechol O-methyltransf erase (EC 2.1.1.6) - cider tree 
>gi__437777_emb_CAA52814_ (X74814) 0-Methyltransf erase 
[Eucalyptus gunnii] 

205958 

LIB3083-104-Q1-L1-H3 

BLASTX 

gl36636 

399 



28211 



E value 
Match length 
% identity 
NCBI Description 



6.0e-39 

76 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 {UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquit in-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.G. 6.3.2.19) >gi_29818 94_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 


205959 


Seq. ID 


LIB3083-104-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


g2088646 


BLAST score 


428 


E value 


2.0e-42 


Match 1 ^ncrth 


86 


%. \ Hprif- "i i~ v 

o xli^iiu J- u y 


87 


NCBI Description 


(AF002109) Sulp isolog [Arab. 


Seq. No. 


205960 


Seq. ID 


LIB3083-104-Q1-L1-H6 


Method 


BLASTX 


NCBI GI 


al706958 


BLAST score 


456 


i—> VOX LJ. <3 


1 . 0e-45 


Match length 


84 


O -L "»^t y 


94 


J-* U J. L-S \^ O JU -1. 


(0582841 rpllnlnqp ^vntha^e 


Seq. No. 


205961 


Seq. ID 


LIB3083-104-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


g2129473 


BLAST score 


214 


J— I vGt-l-U^ 


3. 0e-17 


Match length 


108 


% identity 


43 


NCBI Description 


arabinogalactan-like protein 




(U09556) arabinogalactan-lik 


Seq. No. 


205962 


Seq. ID 


LIB3083-105-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g3540207 


BLAST score 


394 


E value 


2.0e-38 


Match length 


100 


% identity 


73 


NCBI Description 


(AC004260) Putative protein 


Seq. No. 


205963 


Seq. ID 


LIB3083-105-Q1-L1-A11 


Method 


BLASTX 



loblolly pine >gi_607774 
protein [Pinus taeda] 



28212 



NCBI GI 


g4455198 


BLAbi score 


JO t> 


E value 


1.0e-37 


Match length 


95 


% identity 


77 


NCBI Description 


(AL035440) putative i 


Seq. No. 


205964 


Seq. ID 


LIB3083-105-Q1-L1-A2 


Method 


BLASTN 


NCBI GI 


g2865522 


BLAST score 


33 


E value 


a c\n no 

4 . ue-uy 


Match length 


49 


% identity 


60 


NCBI Description 


Lavatera thuringiaca 




complete cds 


Seq, No. 


205965 


Seq. ID 


LIB3083-105-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


g4103152 


BLAST score 


150 


E value 


6.0e-10 


Match length 


52 


% identity 


54 


NCBI Description 


(AF020716) histidyl-1 


Seq. No. 


205966 


Seq. ID 


LIB3083-105-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g81816 


BLAST score 


435 


E value 


2.0e-43 


Match length 


81 


% identity 


95 


NCBI Description 


tubulin beta-1 chain 


Seq. No. 


205967 


Seq. ID 


LIB3083-105-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


gl762309 


BLAST score 


169 


E value 


4.0e-12 


Match length 


60 


% identity 


70 


NCBI Description 


(U53345) AP-1 Golgi- 



putative protein [Arabidopsis thaliana] 



(LtCorl8) mRNA, 



soybean 



coated vesicles; clathrin assembly protein 
acuminata] 



[Camptotheca 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



205968 

LIB3083-105-Q1-L1-B2 

BLASTX 

g2129495 

476 

3.0e-48 
99 



28213 



% identity 

NCBI Description 



88 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 



Seq. No. 


205969 


Seq. ID 


LIB3083-105-Q1-L1-B5 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


124 


E value 


2.0e-63 


Match length 


253 


% identity 


90 


NCBI Description 


Gossypium barbadense FbLate-i 


Seq. No. 


205970 


Seq. ID 


LIB3083-105-Q1-L1-B6 


Method 


BLASTX 


NCBI GI 


g3831470 


BLAST score 


297 


E value 


4.0e-27 


Match length 


100 


% identity 


59 


NCBI Description 


(AC005700) unknown protein, , 




thaliana] 


Seq. No. 


205971 


Seq. ID 


LIB3083-105-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g3136048 


BLAST score 


246 


E value 


3.0e-21 


Match length 


64 


% identity 


72 


NCBI Description 


(AL023592) putative helicase 


Seq. No. 


205972 


Seq. ID 


LIB3083-105-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g464981 


BLAST score 


295 


E value 


6.0e-27 


Match length 


57 


% identity 


95 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME 



2 gene, complete cds 



3' partial [Arabidopsis 



[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
.% identity 
NCBI Description 



-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L237 62) 
ubiquitin carrier protein [Lycopersicon esculentum] 

205973 

LIB3083-105-Q1-L1-C10 

BLASTX 

g!20669 

382 

4.0e-37 

75 

96 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 



28214 



o 



>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 


OAT AH A 

205974 


Seq. ID 


LIB3083-105-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


g4544399 


BLAST score 


428 


E value 


1.0e-42 


Match length 


96 


% identity 


79 


NCBI Description 


(AC007047) putative beta-ketoacyl-CoA synthase 




thaliana] 


Seq. No. 


205975 


Seq. ID 


LIB3083-105-Q1-L1-C2 


Method 


BLASTX 


NCBI GI 


g2119927 


BLAST score 


222 


E value 


2.0e-18 


Match length 


48 


% identity 


92 


NCBI Description 


translation elongation factor G, chloroplast - . 


Seq. No. 


205976 


Seq. ID 


LIB3083-105-Q1-L1-C3 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


442 


E value 


3.0e-44 


Match length 


96 


% identity 


88 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max 


Seq. No. 


205977 


Seq. ID 


LIB3083-105-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


g4105772 


BLAST score 


222 


E value 


2.0e-18 


Match length 


72 


% identity 


28 


NCBI Description 


(AF049917) PGP9B [Petunia x hybrida] 


Seq. No. 


205978 


Seq. ID 


LIB3083-105-Q1-L1-C5 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


79 


E value 


1.0e-36 


Match length 


208 


% identity 


30 


NCBI Description 


Gossypium hirsutum cultivar Siokra 1-2 proline- 



[Arabidopsis 



soybean 



precursor (PRP) mRNA, complete cds 



28215 



Seq. No. 


205979 


Seq. ID 


LIB3083-105-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g3738283 


BLAST score 


395 


E value 


1.0e-38 


Match length 


82 


% identity 


84 


NCBI Description 


(AC005309) unknown protein [Arabidopsis 


Seq. No. 


205980 


Seq. ID 


LIB3083-105-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g2129473 


BLAST score 


213 


E value 


2.0e-17 


Match length 


72 


% identity 


58 


NCBI Description 


arabinogalactan-like protein - loblolly 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U09556) arabinogalactan-like protein [Pinus taeda] 
205981 

LIB3083-105-Q1-L1-C9 

BLASTX 

g3386597 

182 

1.0e-13 

57 

67 

(AC004665) unknown protein [Arabidopsis thaliana] 
>gi_3702347 (AC005397) putative permease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205982 

LIB3083-105-Q1-L1-D10 

BLASTN 

g2995991 

43 

5.0e-15 

87 

87 

Arabidopsis thaliana dormancy-associated protein (DRM1) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205983 

LIB3083-105-Q1-L1-D11 

BLASTX 

g584825 

280 

3.0e-25 

59 

86 

B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_297889_emb_CAA51078__ (X72385) B2 protein [Daucus 
carota] 



Seq. No. 



205984 



28216 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3083-105-Q1-L1-D12 

BLASTX 

g541951 

203 

4.0e-16 

86 
49 

SPCP2 protein - soybean >gi_310578 
[Glycine max] 



205985 

LIB3083-105-Q1-L1-D3 

BLASTX 

g2632252 

362 

8.0e-35 

94 

76 

(Y124 64) serine/threonine kinase 



(L12258) nodulin-26 



[Sorghum bicolor] 



205986 

LIB3083-105-Q1-L1-D4 

BLASTX 

g4406819 

174 

1.0e-12 

76 

49 

(AC006201) unknown protein [Arabidopsis thaliana] 
205987 

LIB3083-105-Q1-L1-D7 

BLASTX 

g464849 

479 

1.0e-48 

97 

99 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413__emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

205988 

LIB3083-105-Q1-L1-D8 

BLASTX 

gl871192 

256 

2.0e-22 

81 

74 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 

205989 

LIB3083-105-Q1-L1-D9 

BLASTX 

g4531443 



28217 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172 

2.0e-12 

65 

60 

(AC006224) putative 50s ribosomal protein L3 [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205990 

LIB3083-105-Q1-L1-E10 

BLASTX 

g2811278 

291 

2.0e-26 

89 

65 

(AF043284) expansin [Gossypium hirsutum] 
205991 

LIB3083-105-Q1-L1-E12 

BLASTX 

g2129825 

436 

2.0e-43 

98 

85 

dynamin-like protein phragmoplastin 12 - soybean 
>gi_1217994 (U25547) SDL [Glycine max] 



Seq. No. 


205992 


Seq. ID 


LIB3083-105-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g3738332 


BLAST score 


329 


E value 


6.0e-31 


Match length 


93 


% identity 


6a 


NCBI Description 


(AC005170) putative eukaryc 




[Arabidopsis thaliana] 


Seq. No. 


205993 


Seq. ID 


LIB3083-105-Q1-L1-E6 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


293 


E value 


1.0e-26 


Match length 


100 


% identity 


52 


NCBI Description 


(AC005967) unknown protein 


Seq. No. 


205994 


Seq. ID 


LIB3083-105-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


g4098331 


BLAST score 


495 


E value 


2.0e-50 


Match length 


92 


% identity 


96 



28218 



NCBI Description 


(U76896) beta-tubulin 


5 


[Triticum aestivum] 


Seq. No, 


205995 






Seq. ID 


LIB3083-105-Q1-L1-E9 






Method 


BLASTX 






NCBI GI 


gl743277 






BLAST score 


488 






E value 


1.0e-49 






Match length 


95 






% identity 


96 






NCBI Description 


(Y09741) beta-tubulin 


1 


[Hordeum vulgare] 


Seq. No* 


205996 






Seq. ID 


LIB3083-105-Q1-L1-F1 






Method 


BLASTX 






NCBI GI 


g3746062 






BLAST score 


277 






E value 


8.0e-25 






Match length 


96 






% identity 


53 






NCBI Description 


(AC005311) hypothetical 


protein [Arabidopsi 


Seq. No. 


205997 






Seq. ID 


LIB3083-105-Q1-L1-F10 






Method 


BLASTX 






NCBI GI 


g3334320 






BLAST score 


403 






E value 


1.0e-39 






Match length 


77 






% identity 


96 






NCBI Description 


4 OS RIBOSOMAL PROTEIN 


SA (P40) >gi_2444420 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF020553) 

ribosome-associated protein p40 [Glycine max] 
205998 

LIB3083-105-Q1-L1-F11 
BLASTX 
^2244971 
269 

6.0e-24 

92 

60 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
205999 

LIB3083-105-Q1-L1-F12 

BLASTX 

g466160 

373 

4.0e-36 

84 

85 

HYPOTHETICAL 9 . 8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 



Seq. No. 



206000 



28219 



© 



Seq. ID 


LIB3083-105-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


518 


E value 


4.0e-53 


Match length 


98 


% identity 


99 


NCBI Description 


(U58283) cellulose synthase 


Seq. No. 


206001 


Seq. ID 


LIB3083-105-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g4263695 


BLAST score 


146 


E value 


2. Oe-09 


Match length 


97 


% identity 


34 


NCBI Description 


(AC006223) putative myosin I 




thaliana] 


Seq. No. 


206002 


Seq. ID 


LIB3083-105-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


g4454032 


BLAST score 


234 


E value 


9.0e-20 


Match length 


97 


% identity 


48 


NCBI Description 


(AL035394) putative protein 


Seq. No. 


206003 


Seq. ID 


LIB3083-105-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


gl486472 


BLAST score 


449 


E value 


5.0e-45 


Match length 


96 


% identity 


93 


NCBI Description 


(X99853) oxoglutarate malate 




tuberosum] 


Seq. No. 


206004 


Seq. ID 


LIB3083-105-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g3184281 


BLAST score 


224 


E value 


1.0e-18 


Match length 


95 


% identity 


47 


NCBI Description 


(AC004136) putative cytochro] 


Seq. No. 


206005 


Seq. ID 


LIB3083-105-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g2129770 


BLAST score 


459 


E value 


3.0e-46 



[Solanum 



[Arabidopsis thaliana] 



28220 



Match length 

% identity 

NCBI Description 



96 
83 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154611_dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 



Seq. No. 


206006 


Seq. ID 


LIB3083-105-Q1-L1-G12 


Method 


BLASTX 


NCBI GI 


g4098331 


BLAST score 


529 


E value 


2.0e-54 


Match length 


98 


% identity 


97 


NCBI Description 


(U76896) beta-tubulin 5 [Triticum aestivum] 


Seq. No. 


206007 


Seq. ID 


LIB3083-105-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


g4204300 


BLAST score 


204 


E value 


3.0e-16 


Match length 


74 


% identity 


61 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis thaliana 


Seq. No. 


206008 


Seq. ID 


LIB3083-105-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g3176690 


BLAST score 


424 


E value 


5.0e-42 


Match length 


98 


% identity 


84 


NCBI Description 


(AC003671) Similar to ubiquitin ligase gb_D63905 




cerevisiae. EST gb_R65295 comes from this gene. 




[Arabidopsis thaliana] 


Seq. No. 


206009 


Seq. ID 


LIB3083-105-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


g3775993 


BLAST score 


293 


E value 


1.0e-26 


Match length 


58 


% identity 


95 


NCBI Description 


(AJ010460) RNA helicase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



206010 

LIB3083-105-Q1-L1-G9 

BLASTX 

g267069 

415 

5.0e-41 
77 



28221 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183__pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi__166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

206011 

LIB3083-105-Q1-L1-H1 -* ~* 

BLASTX 

g3461821 

224 

2.0e-18 

69 
65 

(AC004138) putative nucleoside triphosphatase [Arabidopsis 
thaliana] 

206012 

LIB3083-105-Q1-L1-H10 

BLASTX 

g320556 

181 

1.0e-13 

76 

45 

chitinase (EC 3.2.1.14) precursor, basic - Arabidopsis 
thaliana >gi_166666 (M38240) basic chitinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



206013 

LIB3083-105-Q1-L1-H11 

BLASTX 

g4056457 

370 

1.0e-35 

99 
70 

(AC005990) ESTs gb_234051 and gb_F13722 come from this 
gene. [Arabidopsis thaliana] 

206014 

LIB3083-105-Q1-L1-H12 

BLASTX 

g4510344 

175 

7.0e-13 

69 

54 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
206015 

LIB3083-105-Q1-L1-H2 

BLASTX 

g2129651 

197 

2.0e-15 
81 



28222 



II 



% identity 

NCBI Description 



49 

myosin heavy chain ATM2 - Arabidopsis thaliana (fragment) 
>gi_499045_emb_CAA84065_ (Z34292) myosin [Arabidopsis 
thaliana] 



Seq. No. 


206016 


Seq. ID 


LIB3083-105-Q1-L1-H4 


Method 


BLASTX 


NCBI GI 


g2829204 


BLAST score 


387 


E value 


1.0e-37 


Match length 


97 


% identity 


84 


NCBI Description 


(AF044204) lipid transfer protein precursor [Gossypium 




hirsutum] 


Seq. No. 


206017 


Seq. ID 


LIB3083-105-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


g4235430 


BLAST score 


384 


E value 


2.0e-37 


Match length 


100 


% identity 


77 


NCBI Description 


(AF098458) latex-abundant protein [Hevea brasiliensis] 


Seq. No. 


206018 


Seq. ID 


LIB3083-105-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


g3608171 


BLAST score 


253 


E value 


5.0e-22 


Match length 


69 


% identity 


74 


NCBI Description 


(D86306) proton-translocating inorganic pyrophosphatase 




[Cucurbita moschata] 


Seq. No. 


206019 


Seq. ID 


LIB3083-105-Q1-L1-H8 


Method 


BLASTX 


NCBI GI 


g4008159 


BLAST score 


401 


E value 


2.0e-39 


Match length 


96 


% identity 


78 


NCBI Description 


(AB015601) DnaJ homolog [Salix gilgiana] 


Seq. No. 


206020 


Seq. ID 


LIB3083-106-Q1-L1-A10 


Method 


BLASTX 


NCBI GI 


g3059140 


BLAST score 


336 


E value 


1.0e-31 


Match length 


99 


% identity 


70 


NCBI Description 


(AJ001706) NAD-dependent glyceraldehyde-3-phosphate 




dehydrogenase [Pinus sylvestris] 



28223 



Seq. No. 


206021 


Seq. ID 


LIB3083-106-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g3413170 


BLAST score 


258 


E value 


2.0e-23 


Match length 


96 


% identity 


69 


NCBI Description 


(AJ010227) 40S ribosomal protein S6 [Cicer arietinum] 


Seq. No. 


206022 


Seq. ID 


LIB3083-106-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


g2760537 


BLAST score 


315 


E value 


1.0e-29 


Match length 


65 


% identity 


89 


NCBI Description 


(Y16088) cytosolic form of cyclophilin [Lupinus luteus 


Seq. No. 


206023 


Seq. ID 


LIB3083-106-Q1-L1-B11 


Method 


BLASTX 


NCBI GI 


g2462733 


BLAST score 


251 


E value 


1.0e-21 


Match length 


69 


% identity 


68 


NCBI Description 


(AC002292) Putative enoyl-CoA hydratase/isomerase 




[Arabidopsis thaliana] 


Seq. No. 


206024 


Seq. ID 


LIB3083-106-Q1-L1-B12 


Method 


BLASTX 


NCBI GI 


g2388580 


BLAST score 


279 


E value 


2 . 0e-25 


Match length 


62 


% identity 


84 


NCBI Description 


(AC000098) Similar to Sequence 10 from patent 5477002 




(gb 1253956) . [Arabidopsis thaliana] 


Seq. No. 


206025 


Seq. ID 


LIB3083-106-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g4490332 


BLAST score 


276 


E value 


6.0e-25 


Match length 


79 


% identity 


68 


NCBI Description 


(AL035656) putative protein [Arabidopsis thaliana] 


Seq. No. 


206026 


Seq. ID 


LIB3083-106-Q1-L1-C11 


Method 


BLASTX 


NCBI GI 


g462187 



28224 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311 

1.0e-28 

100 

69 

SERINE HYDROXYMETHYLTRANS FERAS E , MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANS FERAS E) 
(SHMT) >gi_282928_pir A42906 serine 

hydroxymethyl transferase - garden pea >gi_169158 (M87649) 
serine hydroxymethyltransf erase [Pisum sativum] 

206027 

LIB3083-106-Q1-L1-C9 

BLASTX 

g3063396 

481 

1.0e-48 

115 

80 

(AB012947) vcCyP [Vicia faba] 
206028 

LIB3083-106-Q1-L1-D12 

BLASTX 

g421843 

491 

9.0e-50 

119 

79 

protein kinase (EC 2.7.1.37) 5 - Arabidopsis thaliana 
>gi_217861_dbj_BAA01715_ (D10909) serine/threonine protein 
kinase [Arabidopsis thaliana] 



Seq, No. 


206029 


Seq. ID 


LIB3083-106-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g4105772 


BLAST score 


450 


E value 


6.0e-45 


Match length 


107 


% identity 


43 


NCBI Description 


(AF049917) PGP9B [Pet 


Seq. No. 


206030 


Seq. ID 


LIB3083-106-Q1-L1-F10 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


100 


E value 


4.0e-49 


Match length 


248 


% identity 


88 


NCBI Description 


Gossypium barbadense 


Seq. No. 


206031 


Seq. ID 


LIB3083-106-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


243 



x hybrida] 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-20 

85 

54 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 



206032 

LIB3083-106-Q1-L1-G9 

BLASTX 

g4415992 

602 

9.0e-63 

119 

97 

(AF059288) beta-tubulin 2 



[Eleusine indica] 



206033 

LIB3083-107-Q1-L1-A10 

BLASTX 

g3123271 

375 

2.0e-36 

71 

97 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 



206034 

LIB3083-107-Q1-L1-A2 

BLASTX 

gl814403 

412 

1.0e-40 

96 

81 

(U84889) methionine synthase 
crystallinum] 



[Mesembryanthemum 



206035 

LIB3083-107-Q1-L1-A4 

BLASTX 

g3650032 

237 

4.0e-20 

49 

73 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206036 

LIB3083-107-Q1-L1-A6 

BLASTX 

gl009712 

490 

8.0e-50 

98 

90 

(U27698) calreticulin 



[Arabidopsis thaliana] 



28226 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206037 

LIB3083-107-Q1-L1-A7 

BLASTN 

g3355463 

44 

1.0e-15 

76 
89 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

206038 

LIB3083-107-Q1-L1-A8 

BLASTX 

gl352664 

270 

5.0e-24 

59 
90 

SERINE /THREONINE PROTEIN PHOSPHATASE PP2A-4 CATALYTIC 

SUBUNIT >gi_2117984_pir S52660 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 4 - Arabidopsis thaliana 
>gi_473259 (U08047) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] >gi_420494 9 (U60136) 

serine/threonine protein phosphatase 2A-4 catalytic subunit 
[Arabidopsis thaliana] 

206039 

LIB3083-107-Q1-L1-A9 

BLASTX 

gl495273 

259 

9.0e-23 

65 • 
82 

(Z50752) sugar transporter [Arabidopsis thaliana] 
206040 

LIB3083-107-Q1-L1-B1 

BLASTX 

g4115384 

443 

3.0e-44 

96 

84 

(AC005967) unknown protein [Arabidopsis thaliana] 
206041 

LIB3083-107-Q1-L1-B10 

BLASTN 

g2829205 

149 

2.0e-78 

209 

93 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 



28227 




precursor (PRP) mRNA, complete cds 



Seq. No. 


206042 


Seq. ID 


LIB3083-107-Q1-L1-B3 


Method 


BLASTN 


NCBI GI 


g496494 


BLAST score 


32 


K va 1 hp 


1.0e-08 


Match length 


56 


% Identity 


89 


NCBI Description 


P.vulgata alpha tub 2 mRNA 


Seq. No. 


206043 


Seq. ID 


LIB3083-107-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g2341034 


BLAST score 


457 


E value 


5.0e-46 


Match length 


94 


% identity 


96 


NCBI Description 


(AC000104) F19P19.13 [Arabidopsis thaliana] 


Seq. No. 


206044 


Seq. ID 


LIB3083-107-Q1-L1-B5 


Method 


BLASTX 


NCBI GI 


g4204315 


DiiriO i ovuic 


230 


Hj value 


2 . Oe-19 




78 




58 




(AC003027) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


206045 


Seq. ID 


LIB3083-107-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g870794 


BLAST score 


170 


E value 


1. Oe-12 


Ma t ch 1 enot h 


66 


& ■? rJpnt i f v 

o j-Vji^ii J- i» y 


10 




(L05917) polyubiquitin [Arabidopsis thaliana] 


Sea. No. 


206046 


Sea. ID 


LIB3083-107-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


g2462746 


BLAST score 


353 


T* 1 T7,P 1 IIP 
ill VdXUC 


9. 0e-34 


Ma ■fr'Vi 1 0"nrr+*h 
11 xtsny 


81 


% identity 


83 


NCBI Description 


(AC002292) Similar to ATP-citrate-lyase [Arabidops 




thaliana] 


Seq. No. 


206047 


Seq. ID 


LIB3083-107-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


gl477428 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231 

2.0e-19 

43 
100 

(X99623) 



alpha- tubulin 1 [Hordeum vulgar e] 



206048 

LIB3083-107-Q1-L1-C1 

BLASTN 

g4165340 

34 

1.0e-09 

90 

84 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



OC^i IN \J • 


906049 


c A rr T H 

OcU * 1U 


T.TR?0R^-1 07-01 -T.I -CI 0 


L It! L llvJ'Ll 




TJPDT r*T 
iN^Di OX 


rrl S94^70 


oij/io± score 


99 Q 


Cj vdxuu 


3 . Oe-19 




62 






NCBI Description 


(X92491) TOM20 [Solanum tuberosum] 




9060S0 


oeq. id 


T.TR^0ft^-1 f)7-ni -T.I -C9 


fuf 4- V*i /"J 


"RT a CTY 


IMV^OX O J. 


rr91 91 1 SO 


tSliiio 1 o CO I. C 


1 0X 


Ej Value 




Ma "H Vi "I OTtnr'r 1 ! 




% identity 


39 


NCBI Description 


(AF007269) similar to mitochondrial 




[Arabidopsis thaliana] 


Seq. No. 


206051 


Seq. ID 


LIB3083-107-Q1-L1-C3 


Method 


BLASTX 


NCBI GI 


g2760362 


BLAST score 


447 


E value 


8.0e-45 


Match length 


94 


% identity 


90 


NCBI Description 


(AF016511) 15.9 kDa subunit of RNA 




[Arabidopsis thaliana] 


Seq. No. 


206052 


Seq. ID 


LIB3083-107-Q1-L1-C8 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


268 


E value 


1.0e-149 


Match length 


288 


% identity 


40 



28229 



NCBI Description Gossypium barbadense FbLate-2 gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206053 

LIB3083-107-Q1-L1-C9 

BLASTN 

g2829205 

262 

1.0e-146 

274 
27 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206054 

LIB3083-107-Q1-L1-D12 

BLASTX 

gl742951 

468 

3.0e-47 

92 

96 

(Y09817) Ca2+-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206055 

LIB3083-107-Q1-L1-D2 

BLASTX 

g3046703 

299 

1.0e-27 
74 
76 

(AL021749) 
thaliana] 



protein kinase ADKl-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206056 

LIB3083-107-Q1-L1-D4 

BLASTX 

gl352664 

308 

2.0e-28 

65 

92 

SERINE/ THREONINE PROTEIN PHOSPHATASE PP2A-4 CATALYTIC 
SUBUNIT >gi_2117984_pir S52660 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 4 - Arabidopsis thaliana 
>gi_473259 (U08047) Ser/Thr protein phosphatase 

[Arabidopsis thaliana] >gi_4204 949 (U60136) 

serine/threonine protein phosphatase 2A-4 catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



206057 

LIB3083-107-Q1-L1-D6 

BLASTX 

gl743277 

429 

9.0e-43 
89 
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% identity 


90 


NCBI Description 


(Y09741) beta-tubulin 1 [Hordeum vulgare] 


Seq. No. 


206058 


Seq. ID 


LIB3083-107-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


gl335862 


BLAST score 


460 


E value 


3.0e-46 


Match length 


95 


& identity 


94 


NCBI Description 


(U42608) clathrin heavy chain [Glycine max] 


Sea No. 


206059 


Seq. ID 


LIB3083-107-Q1-L1-E1 


LiC I— 1 1UU. 


BLASTX 


NCBI GI 


gll74718 


BLAST score 


158 


E value 


3.0e-ll 


Match length 


66 


% identity 


58 


NCBI Description 


PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 



>gi_322579__pir JQ1674 receptor protein kinase TMK1 (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 



Seq. No. 


206060 


Seq. ID 


LIB3083-107-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g4558556 


BLAST score 


148 


E value 


6.0e-10 


Match length 


56 


% identity 


45 


NCBI Description 


(AC007138) predicted protein of unknown function 




[Arabidopsis thaliana] 


Seq. No. 


206061 


Seq. ID 


LIB3083-107-Q1-L1-E3 


Method 


BLASTN 


NCBI GI 


g516853 


BLAST score 


39 


E value 


1.0e-12 


Match length 


73 


% identity 


40 


NCBI Description 


Soybean SUBI-2 gene for ubiquitin, complete cds 


Seq. No. 


206062 


Seq. ID 


LIB3083-107-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


178 


E value 


3.0e-13 


Match length 


53 


% identity 


72 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 



28231 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206063 

LIB3083-107-Q1-L1-E9 

BLASTX' 

gl703380 

364 

4.0e-35 

73 

99 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ 
ADP-ribosylation factor [Oryza sativa] 

206064 

LIB3083-107-Q1-L1-F1 

BLASTX 

gl707642 

180 

8.0e-14 

66 
62 

(Y07748) TMK [Oryza sativa] 



(D17760) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



206065 

LIB3083-107-Q1-L1-F10 

BLASTX 

g4006876 

167 

6.0e-12 

85 

46 

(Z99707) hypothetical protein [Arabidopsis thaliana] 
206066 

LIB3083-107-Q1-L1-F12 

BLASTX 

g3935145 

188 

2.0e-14 

62 
56 

(AC005106) T25N20.9 [Arabidopsis thaliana] 
206067 

LIB3083-107-Q1-L1-F2 

BLASTX 

g549975 

184 

6.0e-14 

78 
53 

(U12858) nucleosome assembly protein I-like protein; 
similar to mouse nap I, PIR Accession Number JS0707 
[Arabidopsis thaliana] 

206068 

LIB3083-107-Q1-L1-F4 

BLASTX 

gl854386 



28232 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278 

5.0e-25 

86 

66 

(AB001375) similar to soluble NSF attachment protein [Vitis 
vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206069 

LIB3083-107-Q1-L1-F6 

BLASTX 

g2499488 

432 

5.0e-43 

93 

84 

PYROPHOSPHATE— FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >gi_483547_emb_CAA83682_ (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 

[Ricinus communis] 



beq. no. 


zuou / u 


Cprr TV) 


LIB3083-107-O1-L1-F9 


Method 


BLASTX 


NCBI GI 


gl903034 


BLAST score 


247 


E value 


3.0e-21 


Match length 


97 


% identity 


51 


NCBI Description 


(X94625) amp-binding protein 


Seq. No. 


206071 


Seq. ID 


LIB3083-107-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


g2194132 


BLAST score 


348 


E value 


4.0e-33 


Match length 


94 


% identity 


73 


NCBI Description 


(AC002062) No definition line 


Seq. No. 


206072 


Seq. ID 


LIB3083-107-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


491 


E value 


4.0e-50 


Match length 


93 


% identity 


98 


NCBI Description 


TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN 



tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



206073 

LIB3083-107-Q1-L1-G11 
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Method BLASTX 

NCBI GI g3860317 

BLAST score 200 

E value 8.0e-16 

Match length 41 

% identity 95 

NCBI Description (AJ012685) actin [Cicer arietinum] 

Seq. No. 206074 

Seq. ID LIB3083-107-Q1-L1-G3 

Method BLASTX 

NCBI GI g4539401 

BLAST score 159 

E value 4.0e-ll 

Match length 87 

% identity 48 , , 

NCBI Description (AL035526) putative protein [Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



206075 

LIB3083-107-Q1-L1-G6 

BLASTN 

g4098126 

55 

3.0e-22 

75 

100 

Gossypium hirsutum sucrose synthase mRNA, partial cds 
206076 

LIB3083-107-Q1-L1-G9 

BLASTX 

gl076627 

354 

6.0e-34 

94 

78 

inorganic pyrophosphatase (EC 3.6.1.1) - common tobacco 
>gi_790479_emb__CAA58701_ (X83730) inorganic pyrophosphatase 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



206077 

LIB3083-107-Q1-L1-H5 

BLASTX 

g3135265 

342 

1.0e-32 

85 
73 

(AC003058) unknown protein [Arabidopsis thaliana] 
206078 

LIB3083-107-Q1-L1-H7 

BLASTX 

g4309738 

283 

1.0e-25 

73 



28234 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST Score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(AC006439) putative tubby protein [Arabidopsis thaliana] 
206079 

LIB3083-107-Q1-L1-H8 

BLASTN 

g2828278 

51 

7.0e-20 

119 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 

206080 

LIB3083-107-Q1-L1-H9 

BLASTX 

g3023751 

386 

1.0e-37 

95 

81 

70 KD PEPTIDYLPROLYL ISOMERASE (PEPTIDYLPROLYL CIS-TRANS 

I SOME RASE) (CYCLOPHILIN) (PPIASE) >gi_107 6772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 
>gi_854626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 



Seq. 
Seq. 



No. 

ID 



Method 



206081 

LIB3083-108-Q1-L1-A1 
BLASTX 



NCBI GI 


g4510342 


BLAST score 


201 


E value 


3.0e-16 


Match length 


75 


% identity 


52 


NCBI Description 


(AC006921) ] 




[Arabidopsi 


Seq. No. 


206082 


Seq. ID 


LIB3083-108 


Method 


BLASTX 


NCBI GI 


g4490301 


BLAST score 


191 


E value 


1.0e-14 


Match length 


77 


% identity 


55 


NCBI Description 


(AL035678) 


Seq. No. 


206083 


Seq. ID 


LIB3083-108 


Method 


BLASTX 


NCBI GI 


g2129473 


BLAST score 


319 


E value 


1.0e-29 


Match length 


125 


% identity 


49 



28235 



NCBI Description arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



206084 

LIB3083-108-Q1-L1-A2 

BLASTX 

g3548818 

249 

2.0e-21 

70 
67 

(AC005313) unknown protein [Arabidopsis thaliana] 
206085 

LIB3083-108-Q1-L1-A3 

BLASTX 

g2065531 

434 

4.0e-43 

113 

68 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
206086 

LIB3083-108-Q1-L1-A6 

BLASTX 

g4519417 

385 

3.0e-37 

112 
62 

(AB024327) WD-40 repeat protein [Homo sapiens] 
206087 

LIB3083-108-Q1-L1-A7 

BLASTX 

g3264759 

394 

3.0e-41 

124 

74 

(AF071889) 40S ribosomal protein S8 [Prunus armeniaca] 
206088 

LIB3083-108-Q1-L1-A9 

BLASTX 

g4539351 

439 

1.0e-43 

113 

74 

(AL035539) putative protein [Arabidopsis thaliana] 
206089 

LIB3083-108-Q1-L1-B10 

BLASTX 

g2281102 



28236 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



153 

5.0e-10 

32 

88 

(AC002333) SF16 isolog [Arabidopsis thaliana] 
206090 

LIB3083-108-Q1-L1-B11 

BLASTX 

g2832642 

147 

2.0e-09 

83 

22 

(AL021710) putative protein [Arabidopsis thaliana] 
206091 

LIB3083-108-Q1-L1-B2 

BLASTN 

gl706955 

290 

1.0e-162 

290 

100 

Gossypium hirsutum cellulose synthase (celAl) mRNA, 
complete cds 

206092 

LIB3083-108-Q1-L1-B3 

BLASTX 

gll73327 

419 

3.0e-41 

86 

92 

U2 SMALL NUCLEAR RIBONUCLEOPROTEIN A 1 (U2 SNRNP-A 1 ) 

>gi_322619_pir S30580 U2 snRNP protein A 1 - Arabidopsis 

thaliana >gi_17669__emb_CAA48890__ (X69137) U2 small nuclear 
ribonucleoprotein A 1 [Arabidopsis thaliana] 

206093 

LIB3083-108-Q1-L1-B4 

BLASTX 

g2661840 

353 

1.0e-33 

100 

66 

(Y15430) adenosine kinase [Physcomitrella patens] 
206094 

LIB3083-108-Q1-L1-B5 

BLASTX 

g4417283 

237 

7.0e-20 

108 ' 
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% identity 43 t , 

NCBI Description (AC007019) putative cytochrome p450 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206095 

LIB3083-108-Q1-L1-B6 

BLASTX 

g4097579 

592 

1.0e-61 

126 
84 

(U64922) NTGP1 [Nicotiana tabacum] 



Seq. No. 


206096 


Seq. ID 


LIB3083-108-Q1-L1-B8 


Mpt"hod 


BLASTX 




g602076 




251 


TT tto 1 np 
Ej value 


1.0e-21 


Mrs +* r^Vi ~\ £*nni~lr\ 

l v lClL.V— 11 J.Cliy L.11 


55 




22 


NTPRT np^rri nfion 


(X77456) pentameric polyubiquitin [Nicotiana tabacum] 


Seq. No. 


206097 


Seq. ID 


LIB3083-108-Q1-L1-C11 


Mo*h VioH 
ric LUUU 


BLASTX 


VfPDT CT 


al743277 




352 


TT "^7"^ 1 no 
Hi VCtXUC 


2.0e-33 


A/T -) -f- /— i V» 1 on iT-h Vl 

LYiatcii Xcliy UI1 


72 




92 


KTPRT Dp^PT intion 


(Y09741) beta-tubulin 1 [Hordeum vulgare] 


Seq. No. 




Can TFl 


LIB3083-108-O1-L1-C12 


Method 


BLASTX 


NCBI GI 


g2894534 




527 


E value 


6.0e-54 


Match length 


124 


% identity 


84 


NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 


Seq. No. 


206099 


Seq. ID 


LIB3083-108-Q1-L1-C3 


Method 


BLASTX 


NCBI GI 


g4249382 


BLAST score 


522 


E value 


2.0e-53 


Match length 


119 


% identity 


84 


NCBI Description 


(AC005966) Strong similarity to gi_3337350 F13P17.3 


putative permease from Arabidopsis thaliana BAC 




gb AC004481. [Arabidopsis thaliana] 


Seq. No. 


206100 


Seq. ID 


LIB3083-108-Q1-L1-C4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl421730 

337 

1.0e-31 

87 

75 

(U43082) RF2 [Zea mays] 
206101 

LIB3083-108-Q1-L1-C5 

BLASTX 

g2661840 

252 

1.0e-21 

64 
75 

(Y15430) adenosine kinase [Physcomitrella patens] 



beq • no . 




dorr TD 


LTB3083-108- 


KAes +- Vi /~\ /~i 


RT.A^TX 


\IfDT 




JDJ-irlO l ouuic 


204 


JCj V Ct J_ U.O 


4 .0e-16 




106 


% identity 


45 


NCBI Description 


(AC007063) i 




thaliana] 


Seq. No. 


206103 


Seq. ID 


LIB3083-108- 


Method 


BLASTX 


NCBI GI 


g3212869 


BLAST score 


604 


E value 


6.0e-63 


Match length 


129 


% identity 


90 


NCBI Description 


(AC004005) i 


Seq. No. 


206104 


Seq. ID 


LIB3083-108 


Method 


BLASTN 


NCBI GI 


g2980787 


BLAST score 


39 


E value 


1.0e-12 


Match length 


75 


% identity 


88 


NCBI Description 


Arabidopsis 



putative 1, 3-beta-D-glucan synthase [Arabidopsis 



unknown protein [Arabidopsis thaliana] 



■Q1-L1-C8 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(ESSAII project) 
206105 

LIB3083-108-Q1-L1-C9 

BLASTX 

g2642448 

250 

2.0e-21 
106 
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% identity 27 

NCBI Description (AC002391) hypothetical protein [Arabidopsis thaliana] 

>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 


206106 


Seq. ID 


LIB3083-108-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


gl402878 


BLAST score 


360 


E value 


2.0e-34 


Match length 


113 


% identity 


59 


NCBI Description 


(X98130) unknown [Arabidopsis thaliana] 


Seq. No, 


206107 


Seq. ID 


LIB3083-108-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


g3201615 


BLAST score 


442 


J_J VOX Li 


5.0e-44 


Match length 


108 


% identity 


81 


NCBI Description 


(AC004 669) unknown protein [Arabidopsis thaliana 


Sea No. 


206108 


Spa ID 


LIB3083-108-Q1-L1-D3 




BLASTN 


NCBI GI 


gll43223 




359 


V Tr.p Tup 


0 0e+00 


Match length 


397 


% identity 


57 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete cds 


Seq. No. 


206109 


Seq. ID 


LIB3083-108-Q1-L1-D8 


Method 


BLASTX 


LN LJ A. OJ. 


a3024501 


BLAST score 


614 


T? v^l 1 HP 

1—1 Vd-L>Ue 


4 . Oe-64 


Ma "h r*lr\ "I pn rrt" Vi 
lid Lou J-Ciiy t— ii 


122 


% identity 


98 


NCBI Description 


RAS -RELATED PROTEIN RAB11C >gi_137014 6_emb_CAA98 


(Z73951) RAB11C [Lotus japonicus] 


Seq. No. 


206110 


Seq. ID 


LIB3083-108-Q1-L1-D9 


Method 


BLASTX 


NCBI GI 


g!730635 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


102 



% identity 37 

NCBI Description HYPOTHETICAL 40.7 KD PROTEIN IN PIK1-P0L2 INTERGENIC REGION 

>gi_2132777_pir S60917 probable membrane protein YNL264c - 

yeast (Saccharomyces cerevisiae) >gi_1045245_emb_CAA63233_ 
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II 



(X92494) ORF N0815 [Saccharomyces cerevisiae] 
>gi_1302321_emb_CAA96171_ (Z71540) ORF YNL264c 
[Saccharomyces cerevisiae] 



Seq. No. 


206111 


Seq. ID 


LIB3083-108-Q1-L1-E1 


Method 


BLASTX 


NCBI GI 


g4558664 


BLAST score 


390 


E value 


8.0e-38 


Match length 


136 


% identity 


13 


NCBI Description 


(AC007063) hypothetical protein [Arabidopsis thai 


Seq. No* 


206112 


Seq. ID 


LIB3083-108-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g2829911 


BLAST score 


266 


E value 


2.0e-23 


Match length 


82 


% identity , 


61 


NCBI Description 


(AC002291) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


206113 


Seq. ID 


LIB3083-108-Q1-L1-E2 


Mpfhnd 


BLASTX 




a2213643 


BLAST score 


146 


j— i v a j. 


2.0e-09 


Match length 


49 


% identity 


61 


NCBI Description 


(U57338) glossyl homolog [Oryza sativa] 


Seq. No. 


206114 


Seq. ID 


LIB3083-108-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


gll72874 


BLAST score 


365 


E value 


5.0e-35 


Match length 


132 


% identity 


59 


NCBI Description 


DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 



>gi_479589__pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206115 

LIB3083-108-Q1-L1-E8 

BLASTX 

g71498 

366 

4.0e-35 

112 

65 

heat shock protein 17 . 7 



- garden pea 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206116 

LIB3083-108-Q1-L1-F10 

BLASTX 

g464840 

497 

2.0e-50 

119 

86 

TUBULIN ALPHA- 1 CHAIN >gi_421781_pir S32666 tubulin 

alpha-1 chain - fern (Anemia phyllitidis) 

>gi_2964 94_emb_CAA48927_ (X69183) alpha tubulin [Anemia 

phyllitidis] 

206117 

LIB3083-108-Q1-L1-F11 

BLASTX 

g3548803 

504 

3.0e-51 

115 

89 

(AC005313) putative DNA-binding protein [Arabidopsis 
thaliana] >gi_4335770_gb_AAD17447_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 



Seq. No. 


206118 


Seq. ID 


LIB3083-108-Q1-L1-F4 


Method 


BLASTN 


NCBI GI 


g4151090 


BLAST score 


33 


E value 


6.0e-09 


Match length 


53 


% identity 


91 


NCBI Description 


Stylosanthes guianensis microsatellite SSR1-24 


Seq. No. 


206119 


Seq. ID 


LIB3083-108-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


gl871185 


BLAST score 


574 


E value 


2.0e-59 


Match length 


127 


% identity 


82 


NCBI Description 


(U90439) seven in absentia isolog [Arabidopsis 


Seq. No. 


206120 


Seq. ID 


LIB3083-108-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g4455206 


BLAST score 


372 


E value 


8.0e-36 


Match length 


96 


% identity 


73 


NCBI Description 


(AL035440) putative beta-1, 3-glucanase [Arabi 




thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206121 

LIB3083-108-Q1-L1-F9 

BLASTX 

g2129495 

445 

8.0e-46 

113 

83 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206122 

LIB3083-108-Q1-L1-G11 

BLASTN 

gll43223 

219 

1.0e-120 

346 

29 

Gossypium barbadense FbLate-2 gene, complete cds 
206123 

LIB3083-108-Q1-L1-G6 

BLASTX 

gl332579 

548 

9.0e-58 

121 

9 

(X98063) polyubiquitin [Pinus sylvestris] 
206124 

LIB3083-108-Q1-L1-G7 

BLASTX 

g3287691 

145 

3.0e-09 

92 

38 

(AC003979) Contains similarity to RING zinc finger protein 
gb_X95455 from Gallus gallus. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206125 

LIB3083-108-Q1-L1-G8 

BLASTX 

gl729980 

286 

8.0e-26 

61 

77 

THAUMAT IN-LIKE PROTEIN PRECURSOR >gi_212 9751_pir S71175 

thaumatin-like protein - Arabidopsis thaliana >gi_536825 

(L34693) thaumatin-like protein [Arabidopsis thaliana] 
>gi_1094863_prf 2106421A thaumatin-like protein 

[Arabidopsis thaliana] 



28243 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206126 

LIB3083-108-Q1-L1-G9 

BLASTX 

gl531674 

581 

3.0e-60 

131 
84 

(U68462) actin [Striga asiatica] 
206127 

LIB3083-108-Q1-L1-H11 

BLASTN 

g2921165 

38 

5.0e-12 

102 
85 

Solanum tuberosum ATP synthase gamma chain mRNA, nuclear 
gene encoding mitochondrial protein, partial cds 

206128 

LIB3083-108-Q1-L1-H3 

BLASTX 

g606942 

597 

4.0e-62 

123 

96 

(U13760) unknown [Gossypium hirsutum] 
206129 

LIB3083-108-Q1-L1-H4 

BLASTX 

g3123100 

236 

8.0e-20 

93 

49 

HYPOTHETICAL 15.9 KD PROTEIN C4A8.02C IN CHROMOSOME I 
>gi_44 90640_emb_CAB11472.1_ (Z98762) SPAC4A8.02c, unknown, 
len:142aa, similar eg. to YJBQ _ECOLI, P32698, hypothetical 
15.7 kd protein, (138aa), fast a scores, opt:403, E(): 
2.4e-32, (41.0% identity in 134 aa overlap) 
[Schizosaccharomyces pombe] 

206130 

LIB3083-108-Q1-L1-H5 

BLASTX 

g2827143 

465 

1.0e-46 

107 

80 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 
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Seq. No. 206131 

Seq. ID LIB3083-108-Q1-L1-H7 

Method BLASTX 

NCBI GI g!36636 

BLAST score 576 

E value 1.0e-59 

Match length 107 

% identity 98 ^ mT , T „ 

NCBI Description UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LI GAS E 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi 1076424_pir S43781 ubiquitin-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6.3.2. 19} >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 206132 

Seq. ID LIB3083-108-Q1-L1-H8 

Method BLASTX 

NCBI GI g729880 

BLAST score 581 

E value 2.0e-60 

Match length 117 

% identity 86 

NCBI Description CASEIN KINASE II BETA CHAIN (CK II) >gi_1076299_pir_S47967 
casein kinase II (EC 2.7.1.-) beta chain CKB1 - Arabidopsis 
thaliana >gi_468264 (L22563) casein kinase II beta subunit 
CKB1 [Arabidopsis thaliana] 

Seq. No. 206133 

Seq. ID LIB3083-108-Q1-L1-H9 

Method BLASTX 

NCBI GI g4193388 

BLAST score 418 

E value 2.0e-41 

Match length 90 

% identity 89 

NCBI Description (AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 206134 

Seq. ID LIB3083-109-Q1-L1-A10 

Method BLASTX 

NCBI GI g3935176 

BLAST score 285 

E value 1.0e-25 

Match length 77 

% identity 69 

NCBI Description (AC004557) F17L21.19 [Arabidopsis thaliana] 

Seq. No. 206135 

Seq. ID LIB3083-109-Q1-L1-A11 

Method BLASTX 

NCBI GI g3080420 

BLAST score 389 
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E value 


9.0e-38 


Match length 


115 


% identity 


68 


NCBI Description 


(AL022604) putative sugar ti 




thaliana] 


Seer. No. 


206136 


Seq. ID 


LIB3083-109-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


g4469023 


BLAST score 


283 


E value 


2.0e-25 


Match length 


118 


% identity 


52 


NCBI Description 


(AL035602) putative protein 


Sea No 


206137 


Seq. ID 


LIB3083-109-Q1-L1-A4 


Method 


BLASTX 


NCBI GI 


g2660677 


BLAST score 


307 


E value 


4.0e-41 


Match lenath 


117 


% identitv 


73 


NCBI Description 


(AC002342) unknown protein 


tw> ^ VJ • " v • 


206138 


Seq. ID 


LIB3083-109-Q1-L1-A5 


Method 


BLASTX 


NCBI GI 


g2281115 


BLAST score 


291 


E value 


3.0e-26 


Match length 


70 


% identitv 


79 


NCBI Descriotion 


(AC002330) putative cullin- 




thaliana] 


Spa No 


206139 


Seq. ID 


LIB3083-109-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


g267077 


BLAST score 


348 


E value 


2.0e-46 


Match length 


120 


% identity 


81 



1 protein [Arabidopsis 



NCBI Description 



TUBULIN BETA- 5 CHAIN >gi_32018 6_pir JQ1589 tubulin beta-5 

chain - Arabidopsis thaliana >gi_166902 (M84702) beta-5 
tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



206140 

LIB3083-109-Q1-L1-A8 

BLASTX 

g960289 

538 

3.0e-55 

120 

88 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



(L34343) anthranilate synthase alpha subunit [Ruta 
graveolens] 

206141 

LIB3083-109-Q1-L1-B1 

BLASTX 

g3885343 

234 

1.0e-19 

80 

49 

(AC005623) hypothetical protein [Arabidopsis thaliana] 
206142 

LIB3083-109-Q1-L1-B10 

BLASTX 

g2244861 

244 

8.0e-21 

83 

61 

(Z97337) cucumisin [Arabidopsis thaliana] 
206143 

LIB3083-109-Q1-L1-B12 

BLASTX 

g3868758 

484 

5.0e-49 

93 

92 

(D89802) elongation factor IB gamma [Oryza sativa] 
206144 

LIB3083-109-Q1-L1-B2 

BLASTN 

g4126472 

226 

1.0e-124 

282 

98 

Gossypium hirsutum GhCAP mRNA for adenylyl cyclase 
associated protein, complete cds 

206145 

LIB3083-109-Q1-L1-B4 

BLASTX 

gl841464 

617 

2.0e-64 

121 

53 

(Y11002) LIM-domain SF3 protein [Nicotiana tabacuia] 
206146 

LIB3083-109-Q1-L1-B5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2252841 
227 

8.0e-19 

108 

50 

(AF013293) No definition line found [Arabidopsis thaliana] 



206147 

LIB3083-109-Q1-L1-B7 

BLASTX 

gl477428 

645 

8.0e-68 

120 

98 

(X99623) alpha-tubulin 



1 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206148 

LIB3083-109-Q1-L1-C10 

BLASTX 

g3885334 

541 

1.0e-55 

120 
85 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206149 

LIB3083-109-Q1-L1-C12 

BLASTX 

g!172001 

281 

4.0e-25 

85 

68 

PHENYLALANINE AMMONIA- LYASE >gi_54 184 3__pir JQ2265 

phenylalanine ammonia-lyase (EC 4.3.1.5) - western balsam 
poplar x cottonwood >gi_169454 (L11747) phenylalanine 
ammonia lyase [Populus trichocarpa x Populus deltoides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206150 

LIB3083-109-Q1-L1-C2 

BLASTX 

g3114901 

216 

2.0e-17 

54 

78 

(AJ005804) pcbere [Populus balsamifera subsp. trichocarpa] 
>gi_3114 905_emb_CAA06709_ (AJ005806) pceberh [Populus 
balsamifera subsp. trichocarpa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



206151 

LIB3083-109-Q1-L1-C3 

BLASTX 

g!706956 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314 

2.0e-29 

64 

98 

(U58283) cellulose synthase [Gossypium hirsutum] 
206152 

LIB3083-109-Q1-L1-C4 

BLASTX 

g3668086 

262 

3.0e-25 

117 

52 

(AC004667) unknown protein [Arabidopsis thaliana] 
206153 

LIB3083-109-Q1-L1-C7 

BLASTX 

g3080412 

356 

6.0e-34 

119 

58 

(AL022604) putative protein [Arabidopsis thaliana] 
206154 

LIB3083-109-Q1-L1-C9 

BLASTX 

gl841464 

607 

2.0e-63 

118 

53 

(Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 



206155 

LIB3083-109-Q1-L1-D1 

BLASTX 

g3309170 

277 

1.0e-24 

118 
49 

(AF071314) COP9 complex subunit 4 



[Mus musculus] 



206156 

LIB3083-109-Q1-L1-D11 

BLASTX 

g2829204 

423 

8.0e-42 
102 
85 

(AF044204) 
hirsutum] 



lipid transfer protein precursor [Gossypium 



28249 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206157 

LIB3083-109-Q1-L1-D3 

BLASTX 

g4204575 

386 

2.0e-37 

109 

68 

(AF098510) cytochrome b5 DIF-F [Petunia x hybrida] 
206158 

LIB3083-109-Q1-L1-D4 

BLASTX 

g3080414 

195 

2.0e-15 

42 

88 

(AL022604) putative protein [Arabidopsis thaliana] 
206159 

LIB3083-109-Q1-L1-D5 

BLASTX 

g2529665 

426 

4.0e-42 

107 

79 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



206160 

LIB3083-109-Q1-L1-D7 

BLASTN 

g2829205 

315 

1.0e-177 

323 

90 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

206161 

LIB3083-109-Q1-L1-D8 

BLASTX 

g3763925 

515 

1.0e-52 

110 

87 

(AC004450) putative AflO-protein [Arabidopsis thaliana] 
206162 

LIB3083-109-Q1-L1-D9 

BLASTX 

g425194 

542 



28250 



E value 
Match length 
% identity 
NCBI Description 



9.0e-56 

118 

88 

(L26243) heat shock protein [Spinacia oleracea] >gi_2660772 
(AF034618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 



oeq. iNO. 




Cpn TV) 
OC4 • XL/ 


JjlDJUO J lu? V;-'- -L)X £jX 


Method 


bli/ib 1 A 










i_j vai Uit; 




Match length 


103 


% identity 


65 


iNL-Di uescripLion 


\ri^uuzoofij iNO ciexxnxcion xxne iouna LfiraDiuupsis x.ria.xx< 


oeq. INO. 


on £1 


oeq. id 


JjIDjUOj 1U 3 ill Dll 


JXlernoa 


dt 7\ n m v 
BliAbl A 


NCBI GI 


gJbo /^4U 


riijiioi score 


141 


E value 


i Ho— OR 

i . ue uo 


Match length 


34 


% identity 


71 


NCBI Description 


(AC005169) extensin-like protein [Arabidopsis thaliana 


beq. No, 


ZUoloo 


oeq • jl jj 


LIDjUOj yi ill Hili 


MetaOu 


BloAb 1A 


NCBI GI 


giDbyo 


■DiiriO 1 otUic 


OlO 


E value 


i n C.A 

1 . Ue _ D4 


Match length 


122 


% identity 


93 


lnL/DI Description 


(L/oo^-yyy enuosperni Kinase i_uryza sacxvaj 


oeq. Mo. 


ZUDlOD 


oeq. ±u 


LIdjUqj lUi? yl lil £ij 


Method 


BliAb 1 A 


NCBI GI 


qjQUZ i Z£ 


niiAbi score 


0 A ft 


E value 


z • ue 


Match length 


y 4 


0 XUdlLXLy 




NCBI Description 


(AC004261) CPDK-related protein [Arabidopsis thaliana] 


Seq. No. 


206167 


Seq. ID 


LIB3083-109-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


g2351374 


BLAST score 


591 


E value 


2.0e-61 


Match length 


120 


% identity 


90 


NCBI Description 


(U54560) putative 26S proteasome subunit athMOV34 




[Arabidopsis thaliana] 



28251 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206168 

LIB3083-109-Q1-L1-E5 

BLASTX 

g!18926 

183 

1.0e-13 

123 

36 

DES SI CAT I ON- RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCCI3-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206169 

LIB3083-109-Q1-L1-E7 

BLASTX 

g586076 

584 

1.0e-60 

107 

98 

TUBULIN BETA-1 CHAIN >gi_48 6734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



206170 

LIB3083-109-Q1-L1-E8 
BLASTX 
g2129613 
158 

1.0e-10 
108 
43 

homeotic protein BEL1 - Arabidopsis thaliana >gi__1122533 
(U39944) BELLI [Arabidopsis thaliana] 

Seq. No. 206171 

Seq. ID LIB3083-109-Q1-L1-E9 

Method BLASTX 

NCBI GI g3183219 

BLAST score 113 

E value 2,0e-09 

Match length 71 

% identity 48 

NCBI Description HYPOTHETICAL PROTEIN KIAA0112 (HA0609) 

>gi_43477 9_dbj_BAA04948_ (D25218) KIAA0112 [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 206172 

Seq. ID LIB3083-109-Q1-L1-F1 

Method BLASTN 

NCBI GI g2267582 

BLAST score 54 

E value l/0e-21 

Match length 97 



28252 



% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



^§5 

Gossypium hirsutum vacuolar H+- ATPase subunit E mRNA, 
complete cds 

206173 

LIB3083-109-Q1-L1-F11 

BLASTX 

g4455234 

320 

1.0e-29 

119 

53 

(AL035523) putative protein [Arabidopsis thaliana] 
206174 

LIB3083-109-Q1-L1-F2 

BLASTX 

g2529663 

174 

7.0e-16 

101 
46 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

206175 

LIB3083-109-Q1-L1-F4 

BLASTX 

g3413716 

210 

8.0e-17 

119 

47 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 


206176 


Seq. ID 


LIB3083-109-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


653 


E value 


9.0e-69 


Match length 


124 


% identity 


99 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


206177 


Seq. ID 


LIB3083-109-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g2746787 


BLAST score 


237 


E value 


5.0e-20 


Match length 


81 


% identity 


57 


NCBI Description 


(AF040642) contains similarity to RNA recognition 



28253 




(RNP) [Caenorhabditis elegans] 



Seq. No. 206178 

Seq. ID LIB3083-109-Q1-L1-G1 

Method BLASTX 

NCBI GI g3650032 

BLAST score 237 

E value 5.0e-20 

Match length 49 

% identity 73 , _^ m -, -, . , 

NCBI Description (AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206179 

LIB3083-109-Q1-L1-G10 

BLASTX 

g2267567 

406 

8.0e-40 

89 

87 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206180 

LIB3083-109-Q1-L1-G11 

BLASTX 

g3877951 

146 

2.0e-09 

43 

28 

(Z81555) predicted using Genefinder [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206181 

LIB3083-109-Q1-L1-G3 

BLASTX 

gll74592 

612 

6.0e-64 
114 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulm 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 206182 

Seq. ID LIB3083-109-Q1-L1-G4 

Method BLASTX 

NCBI GI g3273202 

BLAST score 161 

E value 5.0e-ll 

Match length 47 

% identity 70 

NCBI Description (AB010918) responce reactor4 [Arabidopsis thaliana 



28254 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206183 

LIB3083-109-Q1-L1-G6 

BLASTN 

gll43223 

263 

1.0e-146 

375 
27 

Gossypium barbadense FbLate-2 
206184 

LIB3083-109-Q1-L1-G7 

BLASTX 

g!706958 

667 

2.0e-70 
119 
100 

(U58284) cellulose synthase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



gene, complete cds 



[Gossypium hirsutum] 



206185 

LIB3083-109-Q1-L1-G9 

BLASTX 

gl709358 

260 

1.0e-22 

111 

46 

NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 

PHOSPHOHYDROLASE) (NTPASE) >gi__629638_pir S48859 

nucleoside triphosphatase - garden pea 

>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi_563612_emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 

206186 

LIB3083-109-Q1-L1-H2 

BLASTX 

g2497543 

309 

2.0e-28 

72 

78 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir S41379 

pyruvate kinase - common tobacco >gi_444023_emb_CAA82628_ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 

206187 

LIB3083-109-Q1-L1-H3 

BLASTX 

g4185136 

426 

4.0e-42 
123 



28255 



% identity - 
NCBI Description 



63 

(AC005724) putative trehalose-6-phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 


206188 


Seq. ID 


LIB3083-109-Q1-L1-H5 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


418 


E value 


3.0e-63 


Match length 


121 


% identity 


85 


NCBI Description 


(U58284) cellulose synthase 


Seq. No. 


206189 


Seq. ID 


LIB3083-109-Q1-L1-H6 


Method 


BLASTX 


NCBI GI 


g2129758 


BLAST score 


206 


E value 


2.Ge-16 


Match length 


44 


% identity 


77 


NCBI Description 


ubiquitin conjugating enzyme 


thaliana >gi_992704 (U33757) 


Seq. No. 


206190 


Seq. ID 


LIB3083-109-Q1-L1-H7 


Method 


BLASTX 


NCBI GI 


g4417283 


BLAST score 


290 


E value 


3.0e-26 


Match length 


115 


% identity 


50 


NCBI Description 


(AC007019) putative cytochroi 


Seq. No. 


206191 


Seq. ID 


LIB3083-109-Q1-L1-H8 


Method 


BLASTX 


NCBI GI 


g4539460 


BLAST score 


241 


E value 


2.0e-20 


Matph lencrth 


120 


% identity 


4 


NCBI Description 


(AL049500) putative protein 


Seq. No. 


206192 


Seq. ID 


LIB3083-109-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g543867 


BLAST score 


338 


E value 


8.0e-32 



UBC7 



■otein - Arabidopsis 
[Arabidopsis thaliana] 



Match length 

% identity 

NCBI Description 



93 
80 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase gammma subunit 



28256 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Ipomoea batatas] 
206193 

LIB3083-110-Q1-L1-A12 

BLASTX 

g2245032 

222 

4.0e-18 
92 

(Z97342) gibberellin oxidase homolog [Arabidopsis thalxana] 
206194 

LIB3083-110-Q1-L1-A9 

BLASTX 

g2500354 

594 

8.0e-62 

121 

94 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj_BAA19462_ 
(AB0018 91) QM family protein [Solanum melongena] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206195 

LIB3083-110-Q1-L1-B10 

BLASTX 

gl706956 

604 

6.0e-63 

129 

91 

(U58283) cellulose synthase [Gossypium hirsutum] 
206196 

LIB3083-110-Q1-L1-B11 

BLASTX 

g2493495 

144 

5.0e-09 

46 

65 

SERINE CARBOXYPEPTIDASE-LIKE >gi_2129878_pir S72370 

carboxypeptidase - garden pea (fragment) 

>gi_1089904_emb_CAA92216_ (Z68130) carboxypeptidase [Pisum 

sativum] >gi_1587217_prf 2206338A Ser carboxypeptidase 

[Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206197 

LIB3083-110-Q1-L1-B12 

BLASTX 

g3641837 

355 

8.0e-34 

86 

83 

(AL023094) Nonclathrin coat protein gamma 
[Arabidopsis thaliana] 



like protein 



28257 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206198 

LIB3083-110-Q1-L1-B9 

BLASTX 

g464621 

403 

2.0e-39 

89 

90 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_j)ir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

206199 

LIB3083-110-Q1-L1-C10 

BLASTX 

gl351595 

157 

1.0e-10 

70 

28 

HYPOTHETICAL 88.2 KD PROTEIN C4G8.03C IN CHROMOSOME I 

>gi_2130430_pir S62480 hypothetical protein SPAC4G8.03c - 

fission yeast (Schizosaccharomyces pombe) 
>gi__1022348_emb_CAA91204_ (Z56276) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206200 

LIB3083-110-Q1-L1-C12 

BLASTX 

g2982251 

240 

1.0e-20 

65 

74 

(AF051208) putative RNA-binding protein [Picea mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206201 

LIB3083-110-Q1-L1-D10 

BLASTX 

g2160169 

262 

7.0e-23 

95 

58 

(AC000132) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206202 

LIB3083-110-Q1-L1-E10 

BLASTX 

g2739389 

187 

4.0e-14 

50 
66 

(AC002505) Cf-2.2 like protein [Arabidopsis thaliana] 



28258 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206203 

LIB3083-110-Q1-L1-E11 

BLASTX 

g3395440 

304 

9.0e-28 

129 

41 

(AC004 68 3) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206204 

LIB3083-110-Q1-L1-E12 

BLASTX 

g2129473 

291 

3.0e-26 

116 

48 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 


206205 


Seq. ID 


LIB3083-110-Q1-L1-E9 


Method 


BLASTX 


NCbX bi 




BLAST score 


546 


E value 


4.0e-56 


Match length 


128 


% identity 


83 


NCBI Description 


(L38829) SUP2 gene product 


Seq. No. 


206206 


Seq. ID 


LIB3083-110-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


g417154 


BLAST score 


475 


E value 


7.0e-48 


Match length 


121 


% identity 


81 


NCBI Description 


HEAT SHOCK PROTEIN 82 >gi_ 




protein 82 - rice (strain 




>gi 20256 emb CAA77978 (Z 




(HSP82) [Oryza sativa] 


Seq. No. 


206207 


Seq. ID 


LIB3083-110-Q1-L1-F11 


Method 


BLASTX 


NCBI GI 


g464840 


BLAST score 


261 


E value 


8.0e-23 


Match length 


55 


% identity 


91 



[Nicotiana tabacum] 



S25541 heat shock 



heat shock protein 82 



NCBI Description 



TUBULIN ALPHA- 1 CHAIN >gi_421781_pir S32666 tubulin 

alpha-1 chain - fern (Anemia phyllitidis) 

>gi_2964 94_einb_CAA48927__ (X69183) alpha tubulin [Anemia 

phyllitidis] 



28259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



206208 

LIB3083-110-Q1-L1-G11 

BLASTX 

g4510383 

298 

4.0e-27 

83 

71 

(AC007017) unknown protein [Arabidopsis thaliana] 
206209 

LIB3083-110-Q1-L1-H10 

BLASTX 

g2980777 

336 

4.0e-33 

99 

80 

(AL022198) putative protein [Arabidopsis thaliana] 
206210 

LIB3083-110-Q1-L1-H11 

BLASTX 

g2842481 

216 

2.0e-17 

83 

51 

(AL021749) extensin-like protein [Arabidopsis thaliana] 
206211 

LIB3083-110-Q1-L1-H12 

BLASTX 

g3024360 

586 

7.0e-61 

128 

89 

PHENYLALANINE AMMONIA- LYASE >gi_1276903 (U43338) 
phenylalanine ammonia-lyase [Citrus limon] 

206212 

LIB3083-111-Q1-L1-A1 

BLASTX 

gl732587 

259 

2.0e-22 

84 

60 

(U73203) farnesyltransferase beta subunit [Nicotiana 
glutinosa] 

206213 

LIB3083-111-Q1-L1-A2 

BLASTX 

g3128175 



28260 



BLAST score 181 

E value 2.0e-13 

Match length 100 

% identity 39 

NCBI Description (AC004521) unknown protein [Arabidopsis thaliana] 

Seq. No. 206214 

Seq. ID LIB3083-111-Q1-L1-A6 

Method BLASTX 

NCBI GI g2827544 

BLAST score 259 

E value 1.0e-22 

Match length 54 

% identity 94 

NCBI Description (AL021635) HSP associated protein like [Arabidopsis 
thaliana] 

Seq. No. 206215 

Seq. ID LIB3083-111-Q1-L1-A8 

Method BLASTX 

NCBI GI g2827143 

BLAST score 223 

E value 2.0e-18 

Match length 50 

% identity 82 

NCBI Description (AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

Seq. No. 206216 

Seq. ID LIB3083-111-Q1-L1-B1 

Method BLASTX 

NCBI GI g585973 

BLAST score 555 

E value 3.0e-57 

Match length 131 

% identity 84 

NCBI Description FRUCTOKINASE >gi_626018_pir S39997 fructokinase (EC 

2.7.1.4) - potato >gi_297015_emb_CAA78283_ (Z12823) 

fructokinase [Solanum tuberosum] >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 

Seq. No. 206217 

Seq. ID LIB3083-111-Q1-L1-B2 

Method BLASTX 

NCBI GI g4544399 

BLAST score 509 

-E value 6.0e-52 

Match length 115 

% identity 84 

NCBI Description (AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

Seq. No. 206218 

Seq. ID LIB3083-111-Q1-L1-B4 

Method BLASTX 

NCBI GI gl808656 

BLAST score 409 




28261 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-43 ' 
126 

(Y10804) Ubiquitin activating enzyme El [Nicotiana tabacumj 
206219 

LIB3083-111-Q1-L1-B5 

BLASTX 

gl706958 

507 

1.0e-51 

111 

86 

(U58284) cellulose synthase [Gossypium hirsutum] 
206220 

LIB3083-111-Q1-L1-B7 

BLASTX 

g2924520 

524 

1.0e-53 

114 

89 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

206221 

LIB3083-111-Q1-L1-C1 

BLASTX 

g4204313 

174 

2.0e-12 
79 
56 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



No definition line found 



206222 

LIB3083-111-Q1-L1-C2 

BLASTX 

gl706956 

385 

1.0e-42 

125 

73 

(U58283) cellulose synthase [Gossypium hirsutum] 
206223 

LIB3083-111-Q1-L1-C4 

BLASTX 

g464849 

596 

4.0e-62 

120 

99 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 



28262 



alpha-tubulin [Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206224 

LIB3083-111-Q1-L1-D2 

BLASTX 

g3747111 

276 

2.0e-24 

99 

54 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 
206225 

LIB3083-111-Q1-L1-D4 

BLASTX 

g3097321 

189 

2.0e-14 

98 

43 

(AB013289) Bd 30K [Glycine max] 
206226 

LIB3083-111-Q1-L1-D8 

BLASTX 

g4467126 

313 

8.0e-29 

132 

52 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 

206227 

LIB3083-111-Q1-L1-E1 

BLASTX 

g2501353 

447 

1.0e-44 
103 
8 8 

TRANSKETOLASE, CHLOROPLAST (TK) >gi_1084440_pir S54300 

transketolase (EC 2.2.1.1) 3 - Craterostigma plantagineum 

(fragment) >gi_664 901_emb_CAA86607_ (Z46646) transketolase 

[Craterostigma plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206228 

LIB3083-111-Q1-L1-E3 

BLASTX 

g4204265 

537 

4.0e-55 

123 

77 

(AC005223) 45643 [Arabidopsis thaliana] 



Seq. No. 



206229 



28263 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3083-111-Q1-L1-E5 

BLASTX 

g464846 

594 

7.0e-62 

117 
92 

TUBULIN ALPHA- 6 CHAIN >gi_322880_pir S28983 tubulin 

alpha-6 chain - maize >gi_22158_emb__CAA44863_ (X63178) 
alpha-tubulin #6 [Zea mays] 

206230 

LIB3083-111-Q1-L1-E6 

BLASTX 

g3080420 

165 

8.0e-12 

48 

69 

(AL022604] 
thaliana] 



putative sugar transporter protein [Arabidopsis 



206231 

LIB3083-111-Q1-L1-E8 

BLASTX 

g3901294 

141 

9.0e-09 

114 

34 

(AF089711) rpp8 [Arabidopsis thaliana] 
206232 

LIB3083-111-Q1-L1-F2 

BLASTX 

g3434971 

226 

8.0e-19 

65 

69 

(AB008105) ethylene responsive element binding factor 3 
[Arabidopsis thaliana] 

206233 

LIB3083-111-Q1-L1-F3 

BLASTX 

g3150414 

400 

5.0e-39 

97 

77 

(AC004165) AtRanBPlb protein [Arabidopsis thaliana] 
206234 

LIB3083-111-Q1-L1-F4 

BLASTX 

g3650032 



28264 




BLAST score 


237 


E value 


/ . ue-^u 


Match length 


49 


% identity 


73 


NCBI Description 


(AC005396) gibberellin-regulated protein GASTl-like 




[Arabidopsis thaliana] 


Seq. No. 


206235 


Seq. ID 


LIB3083-111-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


gl654140 


BLAST score 


216 


E value 


2.0e-17 


Match length 


69 


% identity 


58 


NCBI Description 


(U37840) lipoxygenase [Lycopersicon esculentum] 


Seq. No. 


206236 


Seq. ID 


LIB3083-111-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g799177 


BLAST score 


169 


E value 


5.0e-12 


Match length 


71 


% identity 


48 


NCBI Description 


(U22055) 100 kDa coactivator [Homo sapiens] 


Seq. No. 


206237 


Seq. ID 


LIB3083-111-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g2827661 


BLAST score 


317 


E value 


2.0e-29 


Match length 


88 


% identity 


72 


NCBI Description 


(AL021637) hyuC-like protein [Arabidopsis thaliana] 


Seq. No. 


206238 


Seq. ID 


LIB3083-111-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g3608171 


BLAST score 


446 


E value 


2 . Oe-44 


Match length 


109 


% identity 


81 


NCBI Description 


(D86306) proton-translocating inorganic pyrophosphat 




[Cucurbita moschata] 


Seq. No. 


206239 


Seq. ID 


LIB3083-111-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


g4335751 


BLAST score 


464 


E value 


2.0e-46 


Match length 


131 


% identity 


34 


NCBI Description 


(AC006284) putative methyltransf erase [Arabidopsis 



28265 



thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
-•Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206240 

LIB3083-111-Q1-L1-G2 

BLASTX 

g2677830 

490 

1.0e-49 

112 
86 

(U93168) ribosomal protein L12 [Prunus armeniaca] 
206241 

LIB3083-111-Q1-L1-G3 

BLASTN 

g2829205 

379 

0.0e+00 

403 

19 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

206242 

LIB3083-111-Q1-L1-G5 

BLASTX 

gl702983 

351 

3.0e-33 

110 

59 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 

206243 

LIB3083-111-Q1-L1-G8 

BLASTX 

g3668089 

374 

6.0e-36 

129 

53 

(AC004667) unknown protein [Arabidopsis thaliana] 
206244 

LIB3083-111-Q1-L1-H3 

BLASTX 

g3688175 

198 

2.0e-15 

52 

71 

(AL031804) gamma-VPE (vacuolar processing enzyme) 
[Arabidopsis thaliana] 



28266 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206245 

LIB3083-111-Q1-L1-H6 

BLASTX 

g2129473 

292 

2.0e-26 

131 

47 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206246 

LIB3083-111-Q1-L1-H7 

BLASTX 

g571519 

215 

1.0e-17 

63 

12 

(U16852) polyubiquitin [Gracilaria verrucosa] 

>gi_1095488_prf 2109223A poly-ubiquitin [Gracilaria 

verrucosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206247 

LIB3083-111-Q1-L1-H8 

BLASTX 

gll74592 

688 

8.0e-73 

131 

100 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubul 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 


206248 


Seq. ID 


LIB3083-112 


Method 


BLASTX 


NCBI GI 


g3063448 


BLAST score 


460 


E value 


4.0e-46 


Match length 


125 


% identity 


70 


NCBI Description 


(AC003981) 


Seq. No. 


206249 


Seq. ID 


LIB3083-112 


Method 


BLASTX 


NCBI GI 


g2982458 


BLAST score 


478 


E value 


3.0e-48 


Match length 


127 


% identity 


74 


NCBI Description 


(AL022223) 


Seq. No. 


206250 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



/%IB3083-U2-Q1-L1-A4 
BLASTX 
g3334405 
437 

2.0e-43 

93 
98 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE 
>gi_2267583 (AF009338) vacuolar H+-ATPase 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



E SUBUNIT) 
subunit E 



206251 

LIB3083-112-Q1-L1-A7 

BLASTX 

g441457 

625 

2.0e-65 - . 

120 

97 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 


206252 


Seq. ID 


LIB3083-112-Q1-L1-B1 


Method 


BLASTX 


NCBI GI 


g2288986 


BLAST score 


459 


E value 


6.0e-46 


Match length 


128 


% identity 


68 


NCBI Description 


(AC002335) glyoxalase 


Seq. No. 


206253 


Seq. ID 


LIB3083-112-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g417154 


BLAST score 


544 


E value 


6.0e-56 


Match length 


107 


% identity 


96 


NCBI Description 


HEAT SHOCK PROTEIN 82 



i_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
{HSP82 ) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



206254 

LIB3083-112-Q1-L1-B3 

BLASTX 

g4371290 

254 

7.0e-22 

58 

74 

(AC006260) unknown protein [Arabidopsis thaliana] 
206255 

LIB3083-112-Q1-L1-B4 



28268 



Method 


II 

BLASTN 


NCBI GI 


g3309259 


BLAST score 


33 


E value 


6.0e-09 


Match length 


77 


% identity 


86 


NCBI Description 


Arabidopsis thaliana 



chromosome IV, complete 



sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206256 

LIB3083-112-Q1-L1-B7 

BLASTX 

g2129826 

597 

4.0e-62 

130 

89 

dynamin-like protein phragmoplastin 5 
(U36430) SDL5A [Glycine max] 



- soybean >gi_1218004 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206257 

LIB3083-112-Q1-L1-B8 

BLASTX 

g3142301 

162 

4.0e-ll 

92 

45 

(AC002411) Contains similarity to neural cell adhesion 
molecule 2, large isoform precursor gb_M7 6710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb_Q05946. 
ESTs gb_N65081 gb_Z30910, gb_Z34190, gb_Z34611, gb_R30101, 
gb_H3630 

206258 

LIB3083-112-Q1-L1-C1 

BLASTX 

g464840 

277 

1.0e-24 

53 

100 

TUBULIN ALPHA- 1 CHAIN >gi_421781_pir S32666 tubulin 

alpha- 1 chain - fern (Anemia phyllitidis) 
>gi_296494_emb_CAA48927_ (X69183) alpha tubulin [Anemia 
phyllitidis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206259 

LIB3083-112-Q1-L1-C2 

BLASTX 

g3402282 

242 

2.0e-20 

91 

51 

(AJ000997) proline-rich protein 



[Solanum tuberosum] 



28269 



Seq. No. 


206260 


Seq. ID 


LIB3083-112-Q1-L1-C5 


Met hod 


BLASTX 


NCBI GI 


g2511693 


BLAST score 


450 


K value 


7.0e-45 


Match length 


117 


% identitv 


71 


NCBT Description 


(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 


Seq. No. 


206261 


Seq. ID 


LIB3083-112-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


681 


E value 


5.0e-72 


Match length 


129 


% identitv 


99 


NCBI Description 


(U58283) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


206262 


Seq. ID 


LIB3083-112-Q1-L1-D1 


Method 


BLASTX 


NCBI GI 


g3953470 


BLAST score 


171 


E value 


3.0e-12 


Match lenath 


112 


% i fipnt it v 


46 


NCBI Description 


(AC002328) F20N2.15 [Arabidopsis thaliana] 


Cprr Wo 

4«/ v^- * jL-ii vy * 


206263 


Seq. ID 


LIB3083-112-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


g2651310 


BLAST score 


157 


E value 


1.0e-10 


Match length 


76 


% identitv 


36 


NCBI Description 


(AC002336) putative PTR2-B peptide transporter [Arabidopsis 




thaliana] 


Seq. No. 


206264 


Seq. ID 


LIB3083-112-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


g4455367 


BLAST score 


270 


E value 


9. Oe-24 


Match 1 pnerth 


128 


% i rlent "i t* v 


30 


MPRT Description 


(AL035524) putative protein [Arabidopsis thaliana] 


\ZZ V-J ■ I.N • 


206265 


Seq. ID 


LIB3083-112-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


g2497743 


BLAST score 


177 


E value 


7.0e-13 



28270 



ft 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 
61 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs__166991 (S78173) LTP=lipid transfer protein 
[Gossypium hirsutum=cotton / fiber, Peptide, 120 aa] 
[Gossypium hirsutum] 



206266 

LIB3083-112-Q1-L1-E1 

BLASTX 

g4539390 

584 

1.0e-60 

125 

88 

(AL035526) shaggy-like protein kinase etha 
[Arabidopsis thaliana] 



(EC 2.7.1.-) 



206267 

LIB3083-112-Q1-L1-E3 

BLASTX 

gll72874 

339 

7.0e-32 

119 

57 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 



Seq. No. 


206268 


Seq. ID 


LIB3083-112-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


606 


E value 


3.0e-63 


Match length 


129 


% identity 


90 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


Seq. No. 


206269 


Seq. ID 


LIB3083-112-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


gl326163 


BLAST score 


290 


E value 


3.0e-26 


Match length 


128 


% identity 


54 


NCBI Description 


(U54704) stress related protein PvSRP [Phaseolus 


Seq. No. 


206270 


Seq. ID 


LIB3083-112-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g3878570 


BLAST score 


439 



28271 



E value 
Match length 
% identity 
NCBI Description 



1.0e-43 

131 

66 

(Z46381) similar to lipoic acid synthase; cDNA EST 
yk283b6.3 comes from this gene; cDNA EST yk283b6.5 comes 
from this gene; cDNA EST yk472f5.3 comes from this gene; 
cDNA EST yk472f5.5 comes from this gene; cDNA EST yk476e7 
co 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



206271 

LIB3083-112-Q1-L1-F3 

BLASTX 

g3273243 

425 

6.0e-42 

132 

36 

(AB004660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj__BAA31166__ (AB004814) NLS receptor [Oryza 
sativa] 

206272 

LIB3083-112-Q1-L1-F7 

BLASTX 

g3668086 

314 

6.0e-29 

89 

66 

(AC004 667) unknown protein [Arabidopsis thaliana] 
206273 

LIB3083-112-Q1-L1-G2 

BLASTX 

gl!74600 

447 

2.0e-44 

88 
94 

TUBULIN BETA CHAIN >gi_4 93710_dbj_BAA06382_ (D30717) 
beta-tubulin [Oryza sativa] 

206274 

LIB3083-112-Q1-L1-G7 

BLASTX 

g3080420 

457 

1.0e-45 

127 

71 

(AL022604) putative sugar transporter protein [Arabidops 
thaliana] 

206275 

LIB3083-112-Q1-L1-G8 

BLASTX 

gl706958 



28272 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



703 

1.0e-74 

130 

98 

(D58284) cellulose synthase [Gossypium hirsutum] 
206276 

LIB3083-112-Q1-L1-H1 

BLASTX 

g4126473 

666 

3.0e-70 

129 

99 

(AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206277 

LIB3083-112-Q1-L1-H3 

BLASTN 

g4159706 

38 

6.0e-12 

74 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MGL6, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


206278 


Seq. ID 


LIB3083-113-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


gl399450 


BLAST score 


570 


E value 


4.0e-59 


Match length 


111 


% identity 


96 


NCBI Description 


(U47660) beta-tubulin 2 [Lupinus 


Seq. No. 


206279 


Seq. ID 


LIB3083-113-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g3643603 


BLAST score 


406 


E value 


9.0e-40 


Match length 


97 


% identity 


77 


NCBI Description 


(AC005395) unknown protein [Arab 


Seq. No. 


206280 


Seq. ID 


LIB3083-113-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


g484656 


BLAST score 


509 


E value 


6.0e-52 


Match length 


111 


% identity . 


85 


NCBI Description 


monodehydroascorbate reductase { 



(NADH) (EC 1.6.5.4) 



28273 



cucumber >gi_452165_dbj__BAA05408_ (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 



Seq. No. 


206281 


Seq. ID 


LIB3083-113-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


g4567279 


BLAST score 


178 


E value 


5.0e-13 


Match length 


50 


% identity 


68 


NCBI Description 


(AC006841) putative serine/threonint 




[Arabidopsis thaliana] 


Seq. No. 


206282 


Seq. ID 


LIB3083-113-Q1-L1-A4 


Method 


BLASTX 


NCBI GI 


g4415992 


BLAST score 


481 


E value 


8.0e-49 


Match length 


93 


% id^ntitv 


99 


NCBI Description 


(AF059288) beta-tubulin 2 [Eleusine 


Seq. No. 


206283 


Seq. ID 


LIB3083-113-Q1-L1-B11 


Method 


BLASTX 


NCBI GI 


g4544403 


RT.AST qrnrp 

lj i.\r±i*j x o \j j_ ^ 


321 


F. va 1 UP 

J-J V UXUv 


9. 0e-30 


Match length 


91 


% "i HF>n"h i i~ v 


64 


NPRT Dpsrrin1"ion 

ill V/ 1—J -L U \^ w \»» -L. _L. k>r U- W 1 1 


fAC007047} nutative alucan endo-1,3 




precursor [Arabidopsis thaliana] 


Seq. No. 


206284 


Seq. ID 


LIB3083-113-Q1-L1-B12 


Method 


BLASTX 


NCBI GI 


g3283409 


BLAST score 


153 


E value 


2.0e-10 


Match length 


60 


% identity 


50 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF068754) heat shock factor binding protein 1 HSBP1 [Homo 
sapiens] >gi_4557647_ref_NP_001528 . l_pHSBPl_ heat shock 
factor binding protein 

206285 

LIB3083-113-Q1-L1-B6 

BLASTX 

g4006886 

120 

4.0e-14 

87 
52 

(Z99708) putative protein [Arabidopsis thaliana] 



28274 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206286 

LIB3083-113-Q1-L1-C1 

BLASTX 

g2827143 

156 

1.0e-10 

37 

76 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

206287 

LIB3083-113-Q1-L1-C10 

BLASTX 

g2501490 

363 

1.0e-34 

126 

52 

FLAVONOL 3-O-GLUCOSYLTRANSFERASE (UDP-GLUCOSE FLAVONOID 
3-O-GLUCOSYLTRANSFERASE) >gi_1620013_dbj_BAA12737_ (D85186) 
UDP-glucose : f lavonoid-3-glucosyltransf erase [Gentiana 
triflora] 

206288 

LIB3083-113-Q1-L1-C12 

BLASTX 

gl762130 

567 

1.0e-58 

124 

93 

(U46136) chaperonin-60 beta subunit [Solanum tuberosum] 
206289 

LIB3083-113-Q1-L1-C2 

BLASTX 

g3334112 

302 

6.0e-28 

79 

72 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1938236_emb_CAA70200_ 
(Y08996) acyl-CoA-binding protein [Ricinus communis] 

206290 

LIB3083-113-Q1-L1-C4 

BLASTX 

gl657382 

318 

1.0e-29 

60 

95 

(Y09101) cholinephosphate cytidylyltransferase [Pisum 
sativum] 



Seq. No. 



206291 



28275 




Seq. ID 


LIB3083-113-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 


g82426 


BLAST score 


569 


E value 


6.0e-59 


Match length 


113 


% identity 


46 


NCBI Description 


ubiquitin precursor - barley (fragment) 




>gi_755763_emb_CAA27751_ (X04133) ubiquitin polyprecurs 




(171 aa) [Hordeum vulgare] 


Seq. No. 


206292 


Seq. ID 


LIB3083-113-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g4006886 


BLAST score 


220 


E value 


6.0e-28 


Match length 


108 


% identity 


65 


NCBI Description 


(Z99708) putative protein [Arabidopsis thaliana] 


Seq. No. 


206293 


Seq. ID 


LIB3083-113-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g445613 


BLAST score 


331 


E value 


6.0e-31 


Match length 


95 


% identity 


71 


NCBI Description 


ribosomal protein L7 [Solanum tuberosum] 


Seq. No. 


206294 


Seq. ID 


LIB3083-113-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g4027897 


BLAST score 


296 


E value 


2.0e-27 


Match length 


66 


% identity 


77 


NCBI Description 


(AF049353) alpha-expansin precursor [Nicotiana tabacum] 


Seq. No. 


206295 


Seq. ID 


LIB3083-113-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


g2088649 


BLAST score 


268 


E value 


7.0e-27 


Match length 


106 


% identity 


61 


NCBI Description 


(AF002109) unknown protein [Arabidopsis thaliana] 


Seq. No. 


206296 


Seq. ID 


LIB3083-113-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g2894534 


BLAST score 


513 


E value- 


3.0e-52 



28276 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121 
83 

(AJ224327) aguaporin [Oryza sativa] 
206297 

LIB3083-113-Q1-L1-D2 

BLASTX 

gl362086 

158 

7.0e-ll 

40 

75 

5-methyltetrahydropteroyltriglutamate—homocysteme 
S-methyltransf erase {EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 


206298 


Seq. ID 


LIB3083-113- 


Method 


BLASTX 


NCBI GI 


g3747111 


BLAST score 


285 


E value 


1.0e-25 


Match length 


79 


% identity 


66 


NCBI Description 


(AF095641) ] 


Seq. No. 


206299 


Seq. ID 


LIB3083-113 


Method 


BLASTX 


NCBI GI 


g4510395 


BLAST score 


469 


E value 


2.0e-47 


Match length 


100 


% identity 


86 


NCBI Description 


(AC006587) 



-D6 



putative beta-galactosidase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



206300 

LIB3083-113-Q1-L1-D7 

BLASTX 

g2967452 

170 

4.0e-12 

98 
38 

(AB010882) hSNF2H [Homo sapiens] 

>gi_4507075_ref_NP_003592.1_pSMARCA5_ SWI/SNF related, 
matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 

206301 

LIB3083-113-Q1-L1-D9 
BLASTX 



28277 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4406775 
194 

7.0e-15 

125 
38 

(AC006836) 



unknown protein [Arabidopsis thaliana] 



206302 

LIB3083-113-Q1-L1-E11 

BLASTX 

g4567226 

166 

1.0e-ll 

46 

65 

(AC007119) unknown protein [Arabidopsis thaliana] 
206303 

LIB3083-113-Q1-L1-E3 

BLASTX 

g4098129 

374 

1.0e-36 

72 

99 

(U73588) sucrose synthase [Gossypium hirsutum] 
206304 

LIB3083-113-Q1-L1-E4 

BLASTX 

g3328231 

201 

9.0e-16 

87 

51 

(AF051784) 14S cohesin SMC1 subunit; SMC protein [Xenopus 
laevis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



206305 

LIB3083-113-Q1-L1-E6 

BLASTX 

g2829204 

295 

3.0e-27 

57 

98 

(AF044204) lipid transfer protein precursor [Gossypium 
hirsutum] 

206306 

LIB3083-113-Q1-L1-E7 

BLASTX 

g4314378 

189 

2.0e-14 

91 

44 



28278 



NCBI Description (AC006232) putative lipase [Arabidopsis thaliana] 

Seq. No. 206307 

Seq. ID LIB3083-113-Q1-L1-E9 

Method BLASTX 

NCBI GI gl33320 

BLAST score 333 

E value 3.0e-31 

Match length 119 

% identity 56 

NCBI Description DNA-DIRECTED RNA POLYMERASE I 135 KD POLYPEPTIDE (A135) 

(RNA POLYMERASE I SUBUNIT 2) >gi_10144 6_pir A39607 

DNA-directed RNA polymerase (EC 2.7.7.6) I 13 5K chain - 
yeast (Saccharomyces cerevisiae) >gi_172464 (M62804) RNA 
polymerase I (second largest subunit) [Saccharomyces 
cerevisiae] >gi_887587_emb_CAA90154_ (Z4 9919) Rpa2p 
[Saccharomyces cerevisiae] >gi_939744 (U31900) Rpal35p 
[Saccharomyces cerevisiae] >gi_1314085_emb_CAA95050_ 
(Z71255) Rpa2p [Saccharomyces cerevisiae] 



Seq. No. 206308 

Seq. ID LIB3083-113-Q1-L1-F1 

Method BLASTX 

NCBI GI gl777312 

BLAST score 297 

E value 3.0e-27 

Match length 94 

% identity 64 

NCBI Description (D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 

Seq. No. 206309 

Seq. ID LIB3083-113-Q1-L1-F5 

Method BLASTX 

NCBI GI g3776005 

BLAST score 37 6 

E value 2.0e-36 

Match length 106 

% identity 74 

NCBI Description (AJ010466) RNA helicase [Arabidopsis thaliana] 

Seq. No. 206310 

Seq. ID LIB3083-113-Q1-L1-F8 

Method BLASTX 

NCBI GI g974782 

BLAST score 488 

E value 1.0e-49 

Match length 94 

% identity 96 

NCBI Description (Z49150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 206311 

Seq. ID LIB3083-113-Q1-L1-G1 

Method BLASTX 

NCBI GI ' g2462762 

BLAST score 339 



28279 



E value 


1 Art OO 

/ . ue— oz 


Match length 


122 


% identity 


58 


NCBI Description 


(AC002292) Highly similar to auxin-induced protein 




(aldo/keto reductase family) [Arabidopsis thaliana] 


Seq. No. 


206312 


Seq. ID 


LIB3083-113-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g4455158 


BLAST score 


oZl 


E value 


6.0e-65 


Match length 


126 


% identity 


90 


NCBI Description 


(AL021687) kinase-like protein [Arabidopsis thaliana] 


Seq. No. 


206313 


Seq. ID 


LIB3083-113-Q1-L1-G12 


Method 


BLASTN 


NCBI GI 


g4322254 


BLAST score 


63 


E value 


( . ue-z / 


Match length 


261 


% identity 


86 


NCBI Description 


Corythophora alta rpl20-5 T -rpsl2 intergenic region, 




chloroplast sequence 


Seq. No. 


206314 


Seq. ID 


LIB3083-113-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g2281102 


BLAST score 


190 


E value 


2.0e-14 


Match length 


123 


% identity 


46 


NCBI Description 


(AC002333) SF16 isolog [Arabidopsis thaliana] 


Seq. No. 


206315 


Seq. ID 


LIB3083-113-Q1-L1-G4 


Method 


BLASTN 


NCBI GI 


g343239 


BLAST score 


102 


E value 


3.0e-50 


Match length 


228 


% identity 


90 


NCBI Description 


Mustard (S.alba) chloroplast 16S rRNA, 5 1 end, and Val 


Seq. No. 


206316 


Seq. ID 


LIB3083-113-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


g2245127 


BLAST score 


166 


E value 


7.0e-12 


Match length 


60 


% identity 


60 


NCBI Description 


(Z97344) hypothetical protein [Arabidopsis thaliana}" 



28280 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206317 

LIB3083-113-Q1-L1-H1 

BLASTX 

gl706958 

192 

6.0e-15 

39 
92 

(U58284) cellulose synthase [Gossypium hirsutum] 
206318 

LIB3083-113-Q1-L1-H3 

BLASTX 

gll73218 

635 

1.0e-66 

125 

98 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_215013O (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

206319 

LIB3083-113-Q1-L1-H5 

BLASTX 

gll73218 

533 

1.0e-54 

114 
91 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

206320 

LIB3083-113-Q1-L1-H6 

BLASTX 

g82223 

152 

3.0e-10 

73 
66 

hypothetical protein 7 0B - common tobacco chloroplast 
>gi_11878_emb_CAA77391_ (Z00044) hypothetical protein 
[Nicotiana tabacum] >gi_1223681_emb_CAA77402__ (Z0O044) 
hypothetical protein [Nicotiana tabacum] 
>gi_225250_prf 1211235CJ ORF 70B [Nicotiana tabacum] 

206321 

LIB3083-114-Q1-L1-A1 

BLASTX 

g2160169 

181 

8.0e-14 

73 
55 

(AC000132) No definition line found [Arabidopsis thaliana] 



28281 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206322 

LIB3083-114-Q1-L1-A10 

BLASTX 

g3024020 

593 

1.0e-61 

116 
96 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206323 

LIB3083-114-Q1-L1-A11 

BLASTX 

g4455199 

420 

2.0e-41 

110 

79 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206324 

LIB3083-114-Q1-L1-A12 

BLASTX 

g4558553 

380 

1.0e-36 
125 
62 

(AC007138) 
thaliana] 



putative potassium channel [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206325 

LIB3083-114-Q1-L1-A3 

BLASTX 

gl817584 

202 

8.0e-16 

66 

59 

(Y08991) adaptor protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206326 

LIB3083-114-Q1-L1-A4 

BLASTX 

gl817584 

159 

6.0e-ll 

44 
59 

(Y08991) adaptor protein 



[Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



206327 

LIB3083-114-Q1-L1-A5 
BLASTX 



28282 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl945611 
233 

2.0e-19 

130 
37 

(AB003103) 26S proteasome subunit p55 [Homo sapiens] 
>gi_4506221_ref_NP_002807.1_pPSMD12_ proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 

206328 

LIB3083-114-Q1-L1-A8 

BLASTX 

gl25887 

225 

2.0e-18 

116 

45 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812__emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206329 

LIB3083-114-Q1-L1-A9 

BLASTX 

g2961384 

439 

1.0e-43 
126 
61 

(AL022141) 
thaliana] 



aldehyde dehydrogenase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206330 

LIB3083-114-Q1-L1-B2 

BLASTX 

g4006848 

243 

6.0e-38 

130 

59 

(AJ131433) selenocysteine methyltransf erase 
bisulcatus] 



[Astragalus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206331 

LIB3083-114-Q1-L1-B6 

BLASTX 

g2738248 

525 

9.0e-54 

131 

80 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



206332 

LIB3083-114-Q1-L1-B7 



28283 



Method 


BLASTX 


NCBI GI 


g3549666 


BLAST score 


317 


E value 


2.0e-29 


Match length 


76 


% identity 


80 


NCBI Description 


(AL031394) putative protein [Arabidopsis thaliana] 


Seq. No. 


206333 


Seq. ID 


LIB3083-114-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


gl705678 


BLAST score 


578 


E value 


5.0e-60 


Match length 


116 


% identity 


50 


NCBI Description 


CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 




PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 




valosin-containing protein [Glycine max] 


Seq. No. 


206334 


Seq. ID 


LIB3083-114-Q1-L1-B9 


Method 


BLASTX 


NCBI GI 


g4454026 


BLAST score 


311 


E value 


1.0e-28 


Match length 


106 


% identity 


58 


NCBI Description 


(AL035394) phosphatase like protein [Arabidopsis thaliana] 


Seq. No. 


206335 


Seq. ID 


LIB3083-114-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g3513727 


BLAST score 


555 


E value 


3.0e-57 


Match length 


137 


% identity 


55 


NCBI Description 


(AF080118) contains similarity to TPR domains (Pram: 




TPR.hmm: score: 11.15) and kinesin motor domains {Pfam: 




kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 




thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 




protein [Arabidopsis thaliana] 


Seq. No. 


206336 


Seq. ID 


LIB3083-114-Q1-L1-C10 


Method 


BLASTX 


NCBI GI 


g3687223 


BLAST score 


146 


E value 


3.0e-09 


Match length 


78 


% identity 


49 


NCBI Description 


(AC005169) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


206337 


Seq. ID 


LIB3083-114-Q1-L1-C11 


Method 


BLASTX 




28284 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3096939 
439 

1.0e-43 

112 

74 

(AL023094) putative protein [Arabidopsis thaliana] 
206338 

LIB3083-114-Q1-L1-C12 

BLASTX 

g434759 

309 

2.0e-28 

123 
50 

(D21163) similar to human elongation factor 2 mRNA (HSEF2) . 
[Homo sapiens] 

206339 

LIB3083-114-Q1-L1-C2 

BLASTX 

g267069 

727 

2.0e-77 

135 

99 

TUBULIN AL PHA- 2 / ALPHA- 4 CHAIN >gi_320183jpir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_l 66914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

206340 

LIB3083-114-Q1-L1-C3 

BLASTX 

gll9150 

732 

6.0e-78 

139 

100 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

206341 

LIB3083-114-Q1-L1-C4 

BLASTX 

g285741 

214 

3.0e-17 

129 

41 

(D14550) EDGP precursor [Daucus carota] 



Seq. No. 



206342 



28285 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-114-Q1-L1-C6 

BLASTX 

g586076 

569 

7.0e-59 

111 
95 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA49736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq. No. 


206343 


Seq. ID 


LIB3083-114-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g3075391 


BLAST score 


349 


E value 


5.0e-33 


Match lencrth 


131 


% identity 


51 


NCBI Dp sprint ion 


(AC004484) unknown protein [Arabidopsis thai 


Seq. No. 


206344 


Sea ID 


LIB3083-114-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g2098709 


BLAST score 


441 


E value 


7.0e-44 


Match length 


135 


% identity 


67 


NCBI Description 


(U82975) pectinesterase [Citrus sinensis] 


Seq. No. 


206345 


Seq. ID 


LIB3083-114-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g548488 


BLAST score 


397 


E value 


1.0e-38 


Match length 


106 


% identity 


72 


NCBI Description 


POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 



>gi_166325 



(L12019) polygalacturonase [Actinidia deliciosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206346 

LIB3083-114-Q1-L1-D1 

BLASTX 

g3327868 

169 

6.0e-12 

112 

38 

(AB012912) 
thaliana] 



COPl-Interacting Protein 7 (CIP7) [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



206347 

LIB3083-114-Q1-L1-D10 

BLASTX 

g3122914 



28286 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



334 

2.0e-31 

128 

53 

VALYL-TRNA SYNTHETASE (VALINE— TRNA LIGASE) (VALRS) 
>gi_1890130 (U89986) valyl tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206348 

LIB3083-114-Q1-L1-D11 

BLASTX 

g2811278 

461 

2.0e-46 

96 

84 

(AF043284) expansin [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206349 

LIB3083-114-Q1-L1-D2 

BLASTX 

g2129495 

659 

2.0e-69 

135 

91 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 



Seq. No. 


206350 




Seq. ID 


LIB3083-114-Q1- 


■L1-D3 


Method 


BLASTX 




NCBI GI 


g3868853 




BLAST score 


285 




E value 


2.0e-25 




Match length 


81 




% identity 


65 




NCBI Description 


(AB013853) GPI- 


-anchored protein 


Seq. No. 


206351 




Seq. ID 


LIB3083-114-Q1- 


-L1-D4 


Method 


BLASTX 




NCBI GI 


gl35452 




BLAST score 


683 




E value 


3.0e-72 




Match length 


134 




% identity 


91 


CHAIN >gi_170060 


NCBI Description 


TUBULIN BETA- 1 




[Glycine max] 




Seq. No. 


206352 




Seq. ID 


LIB3083-114-Q1- 


-L1-D5 


Method 


BLASTN 




NCBI GI 


g2656030 




BLAST score 


42 




E value 


2.0e-14 





(M21296) S-beta-1 tubulin 



28287 



Match length 106 
% identity 85 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUL8 





206353 


Seq. ID 


LIB3083-114-Q1-L1-D7 




BLASTX 


NCBI GI 


g3694872 




404 


T7 vfl 1 IIP 

Hi V CL1 Lis? 


2.0e-39 


Match length 


86 


$; i Hf=>n1~ "i t" v 


86 


NCBI Description 


(AF092547) profilin [Ricinus communis] 


O C ^ • LN W • 


206354 


Seq. ID 


LIB3083-114-Q1-L1-D8 


iic unuu 


BLASTX 


NCBI GI 


g4098129 


Diinul 


266 


T Tra 1 n o 
£j v CL J. uc 


3 . Oe-23 


MalT'h lencrth 


74 




66 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 




206355 


C 0 a Tfl 


LIB3083-114-O1-L1-D9 


lyietnoa 




IM^LJ J. Ul 


a606942 




421 


TP tT n 1 no 


o np-41 




128 


9- n /■Jan 1 !" 1 '("17 

is lueiitity 




NCBI Description 


(U13760) unknown [Gossypium hirsutum] 


O fc: • IN \J » 


206356 




LIB3083-114-O1-L1-E1 




RT.A^TX 


NCBI GI 


g3169719 




501 




7 . 0e-51 


M^It'Vi 1 pnn"t"hi 

LiCL L. d 1 j_ ~ i iy L, i J. 


108 


% identity 


o / 




(AF007109) similar to yeast dcpl [Arabidopsis thaliana 


Seq. No. 


206357 


Seq. ID 


LIB3083-114-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g2583125 


BLAST score 


556 


E value 


2.0e-57 


Match length 


115 


% identity 


87 


NCBI Description 


(AC002387) putative transketolase precursor [Arabidops 




thaliana] 



Seq. No. 206358 



28288 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-114-Q1-L1-E11 

BLASTN 

g3046906 

48 

6.0e-18 

76 
91 

Onchocerca volvulus beta-tubulin 



(tub) gene, complete cds 



Seq. No. 
Seq. ID 
Method 



206359 

LIB3083-114-Q1-L1-E12 

BLASTN 

g995906 

69 

2.0e-30 

113 

90 

Gossypium hirsutum nonspecific lipid transfer protein 
precursor mRNA, complete cds 

206360 

LIB3083-114-Q1-L1-E2 

BLASTX 

gll74592 

594 

9.0e-62 

132 

87 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

206361 

LIB3083-114-Q1-L1-E3 

BLASTX 

gl619602 

332 

4.0e-31 

100 
67 

(Y08726) MtN3 [Medicago truncatula] 
206362 

LIB3083-114-Q1-L1-E5 

BLASTX 

g82426 

602 

1.0e-62 

121 
47 

ubiquitin precursor - barley (fragment) 

>gi_755763_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 

206363 

LIB3083-114-Q1-L1-E7 
BLASTX 



28289 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2914706 
169 

2.0e-12 

62 
58 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206364 

LIB3083-114-Q1-L1-E8 

BLASTX 

g267069 

557 

2.0e-57 

103 

99 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi__166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



\^ . L\\J > 


206365 


Sea ID 


LIB3083-114-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


g2924792 


BLAST score 


584 


E value 


1. Oe-60 


M3l~ph l^ncrth 

1 id t» Oil G11U L>11 


133 


o luciiuiuy 


84 


NCRT D^^rr int ion 


(AC002334) similar to synaptobrevin [Arabidopsis thaliana] 




206366 


Seq. ID 


LIB3083-114-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


g4567304 


BLAST score 


268 


E value 


1.0e-23 - 


Match length 


107 


% identity 


48 


NCBI Description 


(AC005956) unknown protein [Arabidopsis thaliana] 


Seq. No. 


206367 


Seq. ID 


LIB3083-114-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


g3775985 


BLAST score 


650 


E value 


2.0e-68 


Match length 


132 


% identity 


93 


NCBI Description 


(AJ010456) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


206368 


Seq. ID 


LIB3083-114-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g2494112 


BLAST score 


605 


E value 


5.0e-63 


Match length 


134 



28290 



% identity 

NCBI Description 



87 

(AC002376) Match to Arabidopsis ATHKCP (gb_L40948). ESTs 
gb_ATTS0764 / gb_R90646, gb_AA389809 / gb_ATTS2615 come from 
this gene. [Arabidopsis thaliana] >gi__31268 68 (AF061570) 
potassium channel beta subunit homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206369 

LIB3083-114-Q1-L1-F8 

BLASTX 

g4335745 

272 

5.0e-24 

130 

46 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

206370 

LIB3083-114-Q1-L1-F9 

BLASTX 

g2494112 

542 

1.0e-55 

124 

85 

(AC002376) Match to Arabidopsis ATHKCP (gb_L40948) . ESTs 
gb__ATTS0764, gb_R90646, gb_AA389809, gb_ATTS2615 come from 
this gene. [Arabidopsis thaliana] >gi_3126868 (AF061570) 
potassium channel beta subunit homolog [Arabidopsis 
thaliana] 

206371 

LIB3083-114-Q1-L1-G1 

BLASTX 

g4105633 

224 

2.0e-18 

135 

40 

(AF048982) 
thaliana] 



putative ethylene receptor [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



206372 

LIB3083-114-Q1-L1-G12 

BLASTX 

g3096944 

333 

4.0e-31 

114 

57 

(AL023094) putative protein [Arabidopsis thaliana] 
206373 

LIB3083-114-Q1-L1-G4 
BLASTX 



28291 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4388829 
438 

4.0e-44 

137 
65 

(AC006528) putative pol polyprotein with a Zn-finger CCHC 
type domain (prosite :QDOC50158 ) and a DDE integrase 
signature motif [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206374 

LIB3083-114-Q1-L1-G5 

BLASTX 

gl35404 

181 

9.0e-14 

60 
62 

TUBULIN ALPHA- 1 /ALPHA- 2 CHAIN >gi_81291_pir S04 694 tubulin 

alpha chain - Volvox carteri f . nagariensis 
>gi_22001_emb_CAA31326_ (X12846) alpha-1 tubulin [Volvox 
carteri] >gi_404089 (L2454 6) alpha-2 tubulin [Volvox 
carteri] 



Seq* No. 


206375 


Seq. ID 


LIB3083-114- 


Method 


BLASTX 


NCBI GI 


g4235430 


BLAST score 


313 


E value 


6.0e-29 


Match length 


95 


% identity 


68 


NCBI Description 


(AF098458) 


Seq. No. 


206376 


Seq. ID 


LIB3083-114 


Method 


BLASTX 


NCBI GI 


g3548810 


BLAST score 


221 


E value 


5.0e-18 


Match length 


133 


% identity 


44 


NCBI Description 


(AC005313) 



latex-abundant protein [Hevea brasiliensis] 



putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206377 

LIB3083-114-Q1-L1-G9 

BLASTX 

g485512 

417 

5.0e-41 

111 

68 

salt-associated protein csaA 



- sweet orange 



Seq. No. 
Seq. ID 

Method 



206378 

LIB3083-114-Q1-L1-H1 
BLASTX 



28292 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g729618 
550 

1.0e-56 

137 

80 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 2 (GRP 78-2) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 2) (BIP 

2) >gi_82172_pir PQ0262 luminal binding protein BLP-2 - 

common~tobacco (fragment) >gi_100338_pir S21878 heat shock 

protein BiP homolog blp2 - common tobacco (fragment) 
>gi_19807_emb_CAA42661_ (X60059) luminal binding protein 
(BiP) [Nicotiana tabacuia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206379 

LIB3083-114-Q1-L1-H10 

BLASTX 

gl36057 

424 

8.0e-42 

110 

74 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase 

Coptis japonica >gi_5 : 56171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 


206380 


Seq. ID 


LIB3083-114-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


gll34957 


BLAST score 


148 


E value 


8.0e-10 


Match length 


78 


% identity 


38 


NCBI Description 


(U41162) unidentified ORF [Burkholderia 


Seq. No. 


206381 


Seq. ID 


LIB3083-114-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


gl743277 


BLAST score 


393 


E value 


2.0e-38 


Match length 


78 


% identity 


95 


NCBI Description 


(Y09741) beta-tubulin 1 [Hordeum vulgare 


Seq. No. 


206382 


Seq. ID 


LIB3083-114-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g3892054 


BLAST score 


446 


E value 


2.0e-44 


Match length 


112 


% identity 


71 


NCBI Description 


(AC002330) putative glycosyltransf erase 




thaliana] 



[Arabidopsis 



28293 



Seq. No. 


206383 


Seq. ID 


LIB3083-114 


Method 


BLASTX 


NCBI GI 


g2335100 


BLAST score 




E value 


2.0e-67 


Match length 


133 


% identity 


88 


NCBI Description 


(AC002339) 


Seq. No. 


206384 


Seq. ID 


LIB3083-114 


Method 


BLASTX 


NCBI GI 


g4006941 


BLAST score 


278 


E value 


9.0e-25 


Match length 


129 


% identity 


45 


NCBI Description 


(AJ131391) 



-H5 



(AC002339) unknown protein [Arabidopsis thaliana] 



protein [Arabidopsis thaliana] 



Seq. No. 


206385 


Seq. ID 


LIB3083-] 


Method 


BLASTX 


NCBI GI 


gl931641 


BLAST score 


400 


E value 


5.0e-39 


Match length 


127 


% identity 


63 


NCBI Description 


(U95973) 


Seq. No. 


206386 


Seq. ID 


LIB3083- 


Method 


BLASTX 


NCBI GI 


g3334115 


BLAST score 


615 


E value 


3.0e-64 


Match length 


127 


% identity 


97 


NCBI Description 


ADP, ATP 




(ADENINE 




(AF00648 



*RIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
JCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
adenine nucleotide translocator 1 [Gossypium 



hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206387 

LIB3083-116-Q1-L1-A2 

BLASTX 

g2346970 

159 

6.0e-ll 

53 

43 

(AB006597) ZPT2-10 [Petunia x hybrida] 



Seq. No. 
Seq. ID 
Method 



206388 

LIB3083-116-Q1-L1-A4 
BLASTX 



28294 



NCBI GI 


g4006873 


DLirioi score 


C. .70 


E value 


3.0e-27 


Match length 


102 


% identity 


54 


NCBI Description 


(Z99707) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


206389 


Seq. ID 


LIB3083-116-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


g4210948 


Diiiioi score 




E value 


5.0e-ll 


Match length 


34 


% identity 


88 


NCBI Description 


(AF085275) DnaJ protein [Hevea brasiliensis] 


Seq. No. 


206390 


Seq. ID 


LIB3083-116-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


gl706958 


Dj_»i\o i score 




E value 


5.0e-32 


Match length 


62 


% identity 


100 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


206391 


Seq. ID 


LIB3083-116-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


g4098246 


bitAoi score 


3 4 / 


E value 


3.0e-56 


Match length 


132 


% identity 


83 


NCBI Description 


(U76410) homeobox 2 protein [Lycopersicon esculentum] 


Seq. No. 


206392 


Seq. ID 


LIB3083-116-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g2495365 


BLAST score 


522 


E value 


i . ue-jj 


Match length 


106 


% identity 


96 


NCBI Description 


HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_445127_prf 1908 




heat shock protein HSP81-2 [Arabidopsis thaliana] 


Seq. No. 


206393 


Seq. ID 


LIB3083-116-Q1-L1-B3 


Method 


BLASTX 


NCBI GI 


g2493052 


BLAST score 


327 


E value 


1.0e-30 


Match length 


69 


% identity 


83 


NCBI Description 


ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 



28295 



>gi_1655486_dbj_BAA13602_ (D88377) epsilon subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 



Seq. No. 


206394 


Seq. ID 


LIB3Go3-116-Ql-Ll-B7 


Method 


BLASTX 


NCBI GI 


g3702333 


BLAST score 


325 


E value 


2.0e-30 


Match length 


101 


% identity 


63 


NCBI Description 


(AC005397) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


206395 


Seq. ID 


LIB3083-116-Q1-L1-C4 


Method 


BLASTX 


NCBI GI 


gll4336 


BLAST score 


420 


E value 


2.0e-41 


Match length 


106 


% identity 


81 


NCBI Description 


PLASMA MEMBRANE AT PAS E 2 {PROTON PUMP) 


Seq. No. 


206396 


Seq. ID 


LIB3083-116-Q1-L1-C7 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


172 


E value 


5.0e-92 


Match length 


307 


% identity 


96 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete cds 


Seq. No. 


206397 


Seq. ID 


LIB3083-116-Q1-L1-C8 


Method 


BLASTN 


NCBI GI 


g2811277 


BLAST score 


163 


E value 


1.0e-86 


Match length 


179 


% identity 


98 


NCBI Description 


Gossypium hirsutum expansin (GhEXl) mRNA, complete cds 


Seq. No. 


206398 


Seq. ID 


LIB3083-116-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g3378493 


BLAST score 


185 


E value 


6.0e-14 


Match length 


46 


% identity 


74 


NCBI Description 


(AJ007579) cysteine proteinase [Ribes nigrum] 


Seq. No. 


206399 


Seq. ID 


LIB3083-116-Q1-L1-D3 


Method 


BLASTX 


NCBI GI 


gl945611 



28296 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167 

4.0e-12 

75 
44 

(AB003103) 26S proteasome subunit p55 [Homo sapiens] 
>gi_4506221_ref_NP_002807 . l__pPSMD12_ proteasome (prosome, 

macropain) 26S subunit, non-ATPase, 



Seq. No. 


206400 


Seq. ID 


LIB3083-116-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g2191131 


BLAST score 


510 


E value 


4.0e-52 


Match length 


106 


% identity 


84 


NCBI Description 


(AF007269) A_IG002N01 


Seq. No. 


206401 


Seq. ID 


LIB3083-116-Q1-L1-D6 


Method 


BLASTX 


NCBI GI 


g2731377 


BLAST score 


188 


E value 


2.0e-14 


Match length 


97 


% identity 


40 


NCBI Description 


(U28739) similar to a 



[Arabidopsis thaliana] 



dehydrogenase [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206402 

LIB3083-116-Q1-L1-D8 

BLASTX 

g625985 

183 

1.0e-13 

41 

88 

expressed sequence tag R10D - rape (fragment) 
>gi_688009_bbs_156143 calmodulin homolog {EST} 
napus, Naehan, root, Peptide Partial, 53 aa] 



[Brassica 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206403 

LIB3083-116-Q1-L1-E10 

BLASTX 

gl304227 

296 

8.0e-27 

69 
74 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



206404 

LIB3083-116-Q1-L1-E11 

BLASTX 

g629791 



28297 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



677 

Z.0e-71 

129 

98 

tubulin beta chain - rice >gi_460991_emb_CAA55022_ 
beta tubulin [Oryza sativa] 



(X78143) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206405 

LIB3083-116-Q1-L1-E2 

BLASTX 

g2914700 

428 

2.0e-42 
83 
99 

(AC003974] 
thaliana] 



tRNA-processing protein SEN3-like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206406 

LIB3083-116-Q1-L1-E9 

BLASTX 

gl730109 

485 

5.0e-4 9 

114 

82 

LEUCOANTHOCYANIDIN DIOXYGENASE (LDOX) ( LEUCOANTHOCYANI DIN 
HYDROXYLASE) >gi_499022_emb_CAA53580_ (X75966) 
leucoanthocyanidin dioxygenase [Vitis vinifera] 



Seq. No. 


206407 


Seq. ID 


LIB3083-116-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g3776027 


BLAST score 


347 


E value 


6.0e-33 


Match length 


76 


% identity 


88 


NCBI Description 


(AJ010475) RNA helicase 


Seq. No. 


206408 


Seq. ID 


LIB3083-116-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g3785983 


BLAST score 


168 


E value 


5.0e-12 


Match length 


53 


% identity 


58 


NCBI Description 


(AC005560) hypothetical 


Seq. No. 


206409 


Seq. ID 


LIB3083-116-Q1-L1-F8 


Method 


BLASTN 


NCBI GI 


gl66919 


BLAST score 


77 


E value 


3.0e-35 


Match length 


89 



28298 



% identity 

NCBI Description 



© 



97 

Arabidopsis thaliana alpha- 
cds 



•6 tubulin (TUA6) gene f complete 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206410 

LIB3083-116-Q1-L1-F9 

BLASTX 

g3511285 

495 

2.0e-50 

100 

86 

(AF081534) 
tremula] 



cellulose synthase [Populus alba x Populus 



206411 

LIB3083-116-Q1-L1-G11 

BLASTX 

g2811025 

283 

2.0e-25 

93 

63 

ASPARTIC PROTEINASE PRECURSOR >gi__1944181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

206412 

LIB3083-116-Q1-L1-G2 

BLASTX 

g4191774 

217 

9.0e-18 

49 

86 

(AC005917) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 

206413 

LIB3083-116-Q1-L1-G4 

BLASTX 

g4115377 

210 

7.0e-17 

45 

87 

(AC005967) unknown protein [Arabidopsis thaliana] 
206414 

LIB3083-116-Q1-L1-G7 

BLASTX 

g464855 

224 

1.0e-18 

49 

84 

TUBULIN GAMMA CHAIN >gi_5417 98_pir S39553 tubulin gamma 

chain - fern (Anemia phyllitidis) >gi 429151_emb_CAA48932_ 



28299 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ..identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X69188) gamma tubulin [Anemia phyllitidis] 
206415 

LIB3083-116-Q1-L1-G8 

BLASTX 

g345829 

325 

2.0e-30 

97 

63 

ubiquitin carrier protein E2 - human 
206416 

LIB3083-116-Q1-L1-H11 

BLASTX 

g2935416 

470 

3.0e-48 

126 

77 

(AF047896) isoflavone reductase homolog [Betula pendula] 
206417 

LIB3083-116-Q1-L1-H8 

BLASTX 

gl35452 

447 

1.0e-44 

94 

86 

TUBULIN BETA-1 CHAIN >gi_170060 (M21296) S-beta-1 tubulin 
[Glycine max] 

206418 

LIB3083-119-Q1-L1-A11 

BLASTX 

g2706450 

220 

3.0e-18 

59 

75 

(AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 

206419 

LIB3083-119-Q1-L1-A2 

BLASTX 

g!25887 

156 

1.0e-10 

85 
45 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



28300 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



206420 - 

LIB3083-119-Q1-L1-A4 

BLASTX 

g4263787 

173 

1.0e-12 

73 

56 

(AC006068) unknown protein [Arabidopsis thaliana] 
206421 

LIB3083-119-Q1-L1-A8 

BLASTX 

g2995405 

441 

4.0e-44 

97 

81 

(Y12432) polyprotein [Ananas comosus] 
206422 

LIB3083-119-Q1-L1-A9 

BLASTX 

g2129622 

289 

3.0e-26 

62 

85 

immunophilin FKBP15-1 - Arabidopsis thaliana >gi_1272406 
(U52046) immunophilin [Arabidopsis thaliana] 

206423 

LIB3083-119-Q1-L1-B10 

BLASTX 

g2961372 

368 

1.0e-35 

77 

88 

(AL022141) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi_3036817_emb_CAA18507_ (AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 

206424 

LIB3083-119-Q1-L1-B11 

BLASTN 

g3355463 

48 

4.0e-18 

76 

91 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

206425 

LIB3083-119-Q1-L1-B2 
BLASTX 



28301 



NCBI GI 


g3176098 


BLAST score 


347 


E value 


5.0e-33 


Match .length 


94 


% identity 


71 


NCBI Description 


(Y15036) annexin [Medicago truncatula] 


Seq. No. 


206426 


Seq. ID 


LIB3083-119-Q1-L1-B6 


Method 


BLASTX 


NCBI GI 


g2213590 


BLAST score 


276 


E value 


1.0e-24 


Match length 


99 


% identity 


55 


NCBI Description 


(AC000348) T7N9.10 [Arabidopsis thaliana] 


Seq. No. 


206427 


Seq. ID 


LIB3083-119-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


g3201554 


BLAST score 


426 


E value 


3.0e-42 


Match length 


96 


% identity 


82 


NCBI Description 


(AJ006501) beta-D-glucosidase [Tropaeolum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206428 

LIB3083-119-Q1-L1-C10 

BLASTX 

g99751 

231 

2.0e-19 

47 

91 

phosphoprotein phosphatase (EC 3.1.3.16) 1A catalytic chain 
- Arabidopsis thaliana >gi_16433_emb_CAA78153_ (Z12163) 
protein phosphatase 1A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206429 

LIB3083-119-Q1-L1-C11 

BLASTX 

g3935145 

188 

2.0e-14 

64 

56 

(AC005106) T25N20.9 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



206430 

LIB3083-119-Q1-L1-C3 

BLASTN 

g483546 

37 

2.0e-ll 

53 

92 



28302 




NCBI Description R. communis gene for pyrophosphate -dependent 
phosphofructokinase alpha subunit 



Seq. No. 


206431 


Seq. ID 


LIB3083-119-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


283 


E value 


1.0e-25 


Match length 


72 


% identity 


75 


NCBI Description 


(Y15430) adenosine kinase [Physcomitrella patens] 


Seq. No. 


206432 


Seq. ID 


LIB30o3-lly-Ql-LI-Co 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


172 


E value 


5.0e-92 


Match length 


267 


% identity 


26 


NCBI Description 


Gossypium barbadense FbLate-2 gene, complete cds 


Seq. No. 


206433 


Seq. ID 


LIB3083-119-Q1-L1-C9 


Method 


BLASTX 


NCBI GI 


g2935416 


BLAST score 


339 


E value 


4.0e-32 


Match length 


81 


% identity 


81 


NCBI Description 


(AF047896) isoflavone reductase homolog [Betula pendula] 


Seq. No. 


206434 


Seq. ID 


LIB3083-119-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g3334115 


BLAST score 


438 


E value 


1.0e-43 


Match length 


98 


% identity 


81 


NCBI Description 


ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 


(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 




(AF006489) adenine nucleotide translocator 1 [Gossypium 




hirsutum] 


Seq. No. 


206435 


Seq. ID 


LIB3083-119-Q1-L1-D9 


Method 


BLASTN 


NCBI GI 


g451543 


BLAST score 


222 


E value 


1.0e-122 


Match length 


226 


% identity 


100 


NCBI Description 


Gossypium barbadense Sea Island proline-rich cell wall 




protein gene complete cds. >gi_1598725_gb_I18370_I18370 




Sequence 25 from patent US 



28303 



Seq. No. 


206436 


Seq. ID 


LIB3083-119-Q1-L1-E1 


Method 


BLASTX 


NCBI GI 


g4539292 


BLAST score 


221 


E value 


3.0e-18 


Match length 


42 


% identity 


90 


NCBI Description 


(AL049480) putative ribosomal protein S10 [Arabidopsis 




thaliana] 


Seq. No. 


206437 


Seq. ID 


LIB3083-119-Q1-L1-E10 


Method 


BLASTX 


NCBI GI 


g4103635 


BLAST score 


256 


E value 


2.0e-22 


Match length 


87 


% identity 


55 


NCBI Description 


(AF026538) ABA-responsive protein [Hordeum vulgare] 


Seq. No. 


206438 


Seq. ID 


LIB3083-119-Q1-L1-E11 


Method 


BLASTX 


NCBI GI 


g602758 


BLAST score 


424 


E value 


4.0e-42 


Match length 


95 


% identity 


83 


NCBI Description 


(L38581) clp-like energy-dependent protease [Lycopersicon 




esculent urn] 


Seq. No. 


206439 


Seq. ID 


LIB3083-119-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g629806 


BLAST score 


505 


E value 


1.0e-51 


Match length 


97 


% identity 


98 


NCBI Description 


tubulin beta chain - rice >gi_4 93725_emb_CAA55912_ (X7936' 




beta tubulin [Oryza sativa] 


Seq. No. 


206440 


Seq. ID 


LIB3083-119-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


gl34101 


BLAST score 


424 


E value 


4.0e-42 


Match length 


97 


% identity 


91 


NCBI Description 


RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT (60 KD 




CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 




>gi 72958 pir HHCSBA ribulose-bisphosphate carboxylase 




subunit -binding protein alpha chain - castor bean 




( fragment ) 



28304 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206441 

LIB3083-119-Q1-L1-E6 

BLASTX 

g2500197 

513 

2.0e-52 

97 

100 

RAC-LIKE GTP BINDING PROTEIN RAC13 >gi_1361976_pir S57325 

GTP-binding protein Rac 13 - upland cotton 
>gi_1087111_bbs_170156 (S79308) 21.8 kda GTP-binding 
protein=Racl3 [Gossypium hirsutum=cotton plants, cv. Acala 
SJ-2, boll fibers, Peptide, 196 aa] [Gossypium hirsutum] 



Seq. No. 


206442 


Seq. ID 


LIB3083-119-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


gl495251 


BLAST score 


325 


E value 


2.0e-30 


Match length 


69 


% identity 


90 


NCBI Description 


(Z70314) heat-shock protein 


Seq. No. 


206443 


Seq. ID 


LIB3083-119-Q1-L1-F10 


Method 


BLASTX 


NCBI GI 


g2739000 


BLAST score 


395 


E value 


1.0e-38 


Match length 


96 


% identity 


71 


NCBI Description 


(AF022459) CYP71D10p [Glyci 


Seq. No. 


206444 


Seq. ID 


LIB3083-119-Q1-L1-F2 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


268 


E value 


1.0e-149 


Match length 


276 


% identity 


27 


NCBI Description 


Gossypium hirsutum cultivar 



precursor (PRP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206445 

LIB3083-119-Q1-L1-F3 

BLASTX 

g2655888 

365 

4.0e-35 

98 

11 

(AL009171) 62D9.a [Drosophila melanogaster] 



Seq. No. 



206446 



28305 



Seq. ID 


LIB3083-119-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


gl402888 


BLAST score 




E value 


4.0e-38 


Match length 


98 


% identity 


74 


NCBI Description 


(X98130) unknown [Arabidopsis 


Seq. No. 


206447 


Seq. ID 


LIB3083-119-Q1-L1-F5 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


285 


E value 


1.0e-159 


Match length 


301 


% identity 


27 


NCBI Description 


Gossypium barbadense FbLate-2 


Seq. No. 


206448 


Seq. ID 


LIB3083-119-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g4090884 


BLAST score 


449 


E value 


5 . Oe-45 


Match length 


97 


% identity 


89 


NCBI Description 


(AF025333) vesicle-associated 




synaptobrevin 7B [Arabidopsis 


Seq. No. 


206449 


Seq. ID 


LIB3083-119-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g3273243 


BLAST score 


436 


E value 


2.0e-43 


Match length 


98 


% identity 


38 



gene, complete cds 



NCBI Description 



(AB004660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206450 

LIB3083-119-Q1-L1-F9 

BLASTX 

g3790443 

464 

9.0e-47 

94 
95 

(AF043928) alpha-tubulin-1 



[Chlorarachnion CCMP621] 



Seq. No. 
Seq. ID 
Method 
•NCBI GI 
BLAST score 



206451 

LIB3083-119-Q1-L1-G1 

BLASTN 

g289371 

38 



28306 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



4.0e-12 

58 

91 

Brassica napus serine/threonine protein kinase 
complete cds 



(BSK1) mRNA, 



206452 

LIB3083-119-Q1-L1-G12 

BLASTX 

g2497542 

457 

6.0e-46 

97 

92 

PYRUVATE KINASE, CHLOROPLAST ISOZYME G PRECURSOR 

>gi_629696__pir S44287 pyruvate kinase, plastid - common 

tobacco >gi_482938_emb_CAA82223_ (Z28374) Pyruvate kinase; 
plastid isozyme [Nicotiana tabacum] 

206453 

LIB3083-119-Q1-L1-G8 

BLASTX 

g4204300 

204 

3.0e-16 

74 

61 

(AC003027) Unknown protein [Arabidopsis thaliana] 



206454 

LIB3083-119-Q1-L1-H10 

BLASTX 

gl632822 

343 

1.0e-32 

89 

80 

(Y08962) 
(U77297) 



transmembrane protein 
transmembrane protein 



[Oryza sativa] 
[Oryza sativa] 



>gi 1667594 



206455 

LIB3083-119-Q1-L1-H11 

BLASTX 

gl706958 

295 

6.0e-27 

56 

98 

(U58284) cellulose synthase 
206456 

LIB3083-119-Q1-L1-H12 

BLASTX 

g2119934 

384 

2.0e-37 
79 



[Gossypium hirsutum] 



28307 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

translation initiation factor eIF-4A.7 - common tobacco 
206457 

LIB3083-119-Q1-L1-H2 

BLASTX 

gll72995 

187 

3.0e-14 

80 
53 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi__1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

206458 

LIB3083-119-Q1-L1-H3 

BLASTX 

g547683 

401 

2.0e-39 

76 

96 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601__prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



206459 

LIB3083-119-Q1-L1-H5 

BLASTX 

g4239845 

183 

8.0e-14 

90 

47 

(AB015855) transcription factor TEIL 



[Nicotiana tabacum] 



206460 

LIB3083-119-Q1-L1-H6 

BLASTX 

g3790569 

183 

7.0e-14 

49 

59 

(AF078822) RING-H2 finger protein RHA2a [Arabidopsis 
thaliana] 

206461 

LIB3083-120-Q1-L1-A10 

BLASTX 

g3023195 

408 

3.0e-40 



28308 



Match length 

% identity 

NCBI Description 



92 
85 

14-3-3-LIKE PROTEIN B 
[Glycine max] 



(SGF14B) >gi_1575727 (U70534) SGF14B 



Seq. No. 


206462 


Seq. ID 


LIB3083-120-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g2564066 


BLAST score 


392 


E value 


3.0e-38 


Match length 


99 


% identity 


74 


NCBI Description 


(D45900) LEDI-3 protein 


Seq. No. 


206463 


Seq. ID 


LIB3083-120-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


g!702983 


BLAST score 


144 


E value 


1.0e-09 


Match length 


68 


% identity 


46 


NCBI Description 


AUXIN-REPRESSED 12.5 KD 



protein [Lithospermum erythrorhizon] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 

206464 

LIB3083-120-Q1-L1-A4 

BLASTN 

g860887 

47 

2.0e-17 

59 

95 

B. vulgaris chloroplast petG gene, ycf7 gene, psbE gene, 
psbF gene & ORF32 (fertile pollen) 

206465 

LIB3083-120-Q1-L1-A5 

BLASTX 

g3334138 

178 

2.0e-13 

70 
54 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 (U20502) calnexin 
[Glycine max] 

206466 

LIB3083-120-Q1-L1-A9 

BLASTX 

g4510363 

212 

2.0e-17 



28309 



Match length 

% identity 

NCBI Description 



45 
84 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206467 

LIB3083-120-Q1-L1-B1 

BLASTX 

g2306917 

227 

5.0e-19 

75 
59 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 

206468 

LIB3083-120-Q1-L1-B10 

BLASTX 

g464849 

434 

3.0e-43 

105 

83 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 


206469 


Seq. ID 


LIB3083-120-Q1-L1-B11 


Method 


BLASTX 


NCBI GI 


g2342719 


BLAST score 


247 


E value 


1.0e-21 


Match length 


71 


% identity 


65 


NCBI Description 


(AC0Q2341) SF16 protein isolog [Arabidopsis thaliana] 


Seq. No. 


206470 


Seq. ID 


LIB3083-120-Q1-L1-B12 


Method 


BLASTX 


NCBI GI 


g4104242 


BLAST score 


249 


E value 


1.0e-21 


Match length 


93 


% identity 


58 


NCBI Description 


(AF034266) palmitoyl-acyl carrier protein thioesterase 




[Gossypium hirsutum] 


Seq. No. 


206471 


Seq. ID 


LIB3083-120-Q1-L1-C10 


Method 


BLASTX 


NCBI GI 


g2894598 


BLAST score 


255 


E value 


2.0e-22 


Match length 


85 


% identity 


62 



28310 



NCBI Description 



(AL021889) putative protein [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206472 

LIB3083-120-Q1-L1-C11 

BLASTX 

g2270994 

312 

9.0e-29 

112 

54 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
206473 

LIB3083-120-Q1-L1-C3 

BLASTX 

g!256259 

489 

1.0e-49 

121 
79 

(U50900) voltage-dependent anion channel protein [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206474 

LIB3083-120-Q1-L1-C4 

BLASTX 

g3695059 

431 

8.0e-43 

107 

85 

(AF064787) 
japonicus] 



rac GTPase activating protein 1 [Lotus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206475 

LIB3083-120-Q1-L1-C5 

BLASTN 

g2244737 

205 

1.0e-112 

237 
97 

Cotton mRNA for endo-1, 3-beta-glucanase, 
partial cds 



clone CF922, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206476 

LIB3083-120-Q1-L1-C7 

BLASTX 

g2642238 

338 

7.0e-32 

80 
85 

(AF031241) endoplasmic reticulum HSC70-cognate binding 
protein precursor [Glycine max] 



Seq. No. 



206477 



28311 



Seq. ID 


LIB3083-120-Q1-L1-C8 


Method 


BLASTX 


NCBI GI 


g4455208 


BLAST score 


427 


E value 


2.0e-42 


Match length 


104 


% identity 


75 


NCBI Description 


(AL035440) putative protein [Arabidopsis thai 


Seq. No. 


206478 


Seq. ID 


LIB3083-120-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g2827655 


BLAST score 


142 


E value 


5.0e-09 


Match length 


50 


% identity 


27 


NCBI Description 


(AL021637) hypothetical protein [Arabidopsis 


Seq. No. 


206479 


Seq. ID 


LIB3083-120-Q1-L1-D7 


Method 


BLASTX 


NCBI GI 


gl619297 


BLAST score 


588 


E value 


4.0e-61 


Match length 


110 


% identity 


98 


NCBI Description 


(Y08490) alpha-tubulin 2 [Hordeum vulgare] 


Seq. No. 


206480 


Seq. ID 


LIB3083-120-Q1-L1-D8 


Method 


BLASTN 


NCBI GI 


g3510343 


BLAST score 


59 


E value 


2.0e-24 


Match length 


247 


% identity 


81 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



5, PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MJC20, complete sequence [Arabidopsis thaliana] 
206481 

LIB3083-120-Q1-L1-E11 

BLASTX 

g4115377 

452 

4.0e-45 

127 

68 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E val*ie 
Match length 



206482 

LIB3083-120-Q1-L1-E6 

BLASTX 

g464849 

570 

4.0e-59 
114 



28312 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



99 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

206483 

LIB3083-120-Q1-L1-E7 

BLASTX 

g2702281 

438 

1.0e-43 

108 

43 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 

206484 

LIB3083-120-Q1-L1-E8 

BLASTN 

g606941 

313 

1.0e-176 

317 

100 

Gossypium hirsutum C312 clone Fb-B6 unidentified fiber 
mRNA, complete cds 

206485 

LIB3083-120-Q1-L1-E9 

BLASTX 

gl36739 

603 

7.0e-63 

125 
89 

UTP-- GLUCOSE-1-PHOSPHATE URI DYL YLTRANS FERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj__BAA00570__ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

206486 

LIB3083-120-Q1-L1-F1 

BLASTX 

g3953463 

97 

5.0e-10 

50 

48 

(AC002328) F20N2.8 [Arabidopsis thaliana] 
206487 

LIB3083-120-Q1-L1-F10 

BLASTX 

g4539335 

231 

2.0e-19 



28313 



Match length 



# 



111 



% identity 


46 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


206488 


Seq. ID 


LIB3083-120-Q1-L1-F11 


Method 


BLASTX 


NCBI GI 


g2920706 


BLAST score 


282 


E value 


3.0e-25 


Match length 


121 


% identity 


45 


NCBI Description 


(Y13568) beta-xylosidase [Emericella nidulans] 


Seq. No. 


206489 


Seq. ID 


LIB3083-120-Q1-L1-F12 


Method 


BLASTX 


NCBI GI 


g3184283 


BLAST score 


196 


E value 


1.0e-15 


Match length 


62 


% identity 


66 


NCBI Description 


(AC004136) putative TBP-binding protein [Arabidopsis 




thaliana] 


Seq. No. 


206490 


Seq. ID 


LIB3083-120-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


gl67369 


BLAST score 


378 


E value 


2.0e-36 


Mat ch 1 engt h 


88 


% identity 


83 


NCBI Description 


(M77700) ribulosebisphosphate carboxylase [Gossypium 




hirsutuin] 


Seq. No. 


206491 


Seq. ID 


LIB3083-120-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g2501850 


BLAST score 


438 


E value 


8.0e-44 


Match length 


89 


% identity 


94 


NCBI Description 


(AF012823) GDP dissociation inhibitor [Nicotiana tabacum] 


Seq. No. 


206492 


Seq. ID 


LIB3083-120-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g3935168 


BLAST score 


556 


E value 


2.0e-57 


Match length 


130 


% identity 


78 


NCBI Description 


(AC004557) F17L21.11 [Arabidopsis thaliana] 


Seq. No. 


206493 



28314 



Seq. ID 


LIB3083-120-Q1-L1-F7 


Method 


BLASTX 


NCBI GI 


g4324967 


BLAST score 




E value 


4.0e-67 


Match length 


128 


% identity 


98 


NCBI Description 


(AF114796) ADP-ribosylation factor [Glycine max] 


Seq. No. 


206494 


Seq. ID 


LIB3083-120-Q1-L1-F9 


Method 


BLASTX 


NCBI GI 


g484656 


BLAST score 


400 


E value 


2.0e-39 


Match length 


83 


% identity 


90 


NCBI Description 


monodehydroascorbate reductase (NADH) (EC 1.6.5.4 




cucumber >gi_452165_dbj_BAA05408_ (D26392) 




monodehydroascorbate reductase [Cucumis sativus] 


Seq. No. 


206495 


Seq. ID 


LIB3083-120-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


g4455351 


BLAST score 


262 


E value 


7.0e-23 


Match length 


69 


% identity 


68 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana 


Seq. No. 


206496 


Seq. ID 


LIB3083-120-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g2459429 


BLAST score 


256 


E value 


1.0e-22 


Match length 


69 


% identity 


67 


NCBI Description 


(AC002332) unknown protein [Arabidopsis thaliana] 


Seq. No. 


206497 


Seq. ID 


LIB3083-120-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


gl076746 


BLAST score 


208 


E value 


5.0e-17 


Match length 


42 


% identity 


100 


NCBI Description 


heat shock protein 70 - rice (fragment) 



>gi_763160_emb_CAA47 948_ (X67711) heat shock protein 70 
[Oryza sativa] 



Seq. No. 206498 

Seq. ID LIB3083-120-Q1-L1-G3 

Method BLASTX 

NCBI GI g2529680 



28315 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



352 

1.0e-33 

80 
44 

(AC002535) putative protein disulfide-isomerase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206499 

LIB3083-120-Q1-L1-G4 

BLASTN 

g3985934 

86 

1.0e-40 

194 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJE7, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


206500 


Seq. ID 


LIB3083-120-Q1-L1-G8 


Method 


BLASTX 


NCBI ,GI 


g3386619 


BLAST score 


223 


E value 


1.0e-18 


Match length 


86 


% identity 


50 


NCBI Description 


(AC004665) hypothetical prot 


Sea No. 


206501 


Seq. ID 


LIB3083-120-Q1-L1-G9 


Method 


BLASTN 


NCBI GI 


g!143223 


BLAST score 


127 


E value 


3.0e-65 


Match length 


261 


% identity 


90 


NCBI Description 


Gossypium barbadense FbLate- 


Seq. No. 


206502 


Seq. ID 


LIB3083-120-Q1-L1-H11 


Method 


BLASTX 


NCBI GI 


g2827143 


BLAST score 


551 


E value 


8.0e-57 


Match length 


119 


% identity 


83 


NCBI Description 


(AF027174) cellulose synthas 




[Arabidopsis thaliana] 


Seq. No. 


206503 


Seq. ID 


LIB3083-120-Q1-L1-H12 


Method 


BLASTX 


NCBI GI 


g2851455 


BLAST score 


278 


E value 


3.0e-25 


Match length 


74 


% identity 


73 



28316 




NCBI Description DYNAMIN-LIKE PROTEIN >gi_2267213 (L36939) dynamin-like GTP 
binding protein [Arabidopsis thaliana] 



Seq. No. 


206504 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2244732 


BLAST score 


462 


E value 


1.0e-46 


Match length 


81 


% identity 


100 


NCBI Description 


(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 


Seq. No. 


206505 


Seq. ID 


LIB3120-001-Q1-K1-A10 


Method 


T~>T 7\ C mv 

BLASTX 


NCBI GI 


gl769905 


BLAST score 


472 


E value 


2.0e-47 


Match length 


114 


% identity 


78 


NCBI Description 


(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 




[Arabidopsis thaliana] 


Seq. No. 


206506 


Seq. ID 


LIB3120-001-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl469930 


BLAST score 


310 


E value 


1.0e-28 


Match length 


112 


% identity 


70 


NCBI Description 


(U48777) fiber-specific acyl carrier protein [Gossypium 




hirsutum] 


Seq. No. 


206507 


Seq. ID 


LIB3120-001-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g548774 


BLAST score 


297 


E value 


3.0e-27 


Match length 


82 


% identity 


71 


NCBI Description 


60S RIBOSOMAL PROTEIN L7A >gi 542158 pir S38360 ribosomal 




protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 




ribosomal protein L7A [Oryza sativa] 


Seq. No. 


206508 


Seq. ID 


LIB3120-001-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2499879 


BLAST score 


607 


E value 


3.0e-63 


Match length 


147 


% identity 


78 


NCBI Description 


CYSTEINE PROTEINASE 3 PRECURSOR >gi_2129935_pir S66348 




senescence-associated cysteine proteinase precursor (clone 



28317 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SENU3) - tomato >gi_1235545_emb_CAA88629_ W48736) 
pre-pro-cysteine proteinase [Lycopersicon esculentum] 

206509 

LIB3120-001-Q1-K1-A5 

BLASTX 

g289920 

395 

1.0e-38 

89 
84 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

206510 

LIB3120-001-Q1-K1-A7 

BLASTX 

g2864617 

335 

2.0e-31 

139 
52 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] 



Seq. No. 


206511 


Seq. ID 


LIB3120-001-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4432841 


BLAST score 


144 


E value 


5.0e-09 


Match length 


45 


% identity 


67 


NCBI Description 


(AC006283) hypothetical 


Seq. No. 


206512 


Seq. ID 


LIB3120-001-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4544447 


BLAST score 


144 


E value 


6.0e~09 


Match length 


69 


% identity 


51 


NCBI Description 


(AC006592) putative GTP 




thaliana] 


Seq. No. 


206513 


Seq. ID 


LIB3120-001-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g!352821 


BLAST score 


590 


E value 


2.0e-61 


Match length 


123 



% identity 

NCBI Description 



89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



28318 




precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091), 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


206514 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g4512613 


BLAST score 


399 


E value 


6.0e-39 


Match length 


120 


% identity 


68 


NCBI Description 


(AC004793) F28K20.12 


Seq. No. 


206515 


Seq. ID 


LIB3120-001-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2499535 


BLAST score 


220 


E value 


2.0e-26 


Match length 


125 


% identity 


59 


NCBI Description 


2 -OXOGLUTARATE /MALATE 



[Arabidopsis thaliana] 



(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206516 

LIB3120-001-Q1-K1-B4 

BLASTX 

g3913651 

373 

8.0e-36 

91 

75 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP{+) reductase [Nicotiana tabacuiti] 



Seq. No. 


206517 


Seq. ID 


LIB3120-001 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


631 


E value 


5.0e-66 


Match length 


140 


% identity 


86 


NCBI Description 


(AF067185) 


Seq. No. 


206518 


Seq. ID 


LIB3120-001 


Method 


BLASTX 


NCBI GI 


gl703115 


BLAST score 


637 


E value 


9.0e-67 


Match length 


121 


% identity 


98 


NCBI Description 


ACT IN 3 >gi 



-B6 



aquaporin 2 [Samanea saman] 



thaliana >gi_1145695 



>ir S 68 112 actin 3 - Arabidopsis 

(U39480) actin [Arabidopsis thaliana] 



28319 



II 



>gi_3236244 (AC004684) actin 3 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206519 

LIB3120-001-Q1-K1-C1 

BLASTX 

gl708313 

557 

2.0e-57 

117 

96 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206520 

LIB3120-001-Q1-K1-C10 

BLASTX 

g!173345 

203 

5.0e-16 

108 

44 

SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BI SPHOSPHATASE ) ( SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_107 64 03_pir S51838 sedoheptulose-1, 7-biphosphatase ■ 

Arabidopsis thaliana >gi_786466_bbs_159034 (S74719) 
sedoheptulose-1, 7-bisphosphatase, SBPase {EC 3.1.3.37} 
[Arabidopsis thaliana, C24, Peptide Chloroplast, 393 aa] 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206521 

LIB3120-001-Q1-K1-C11 

BLASTX 

g4406530 

157 

8.0e-ll 

54 

63 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



206522 

LIB3120-001-Q1-K1-C12 

BLASTX 

gl658197 

621 

2.0e-65 

134 

88 

(U74630) 
(U74631) 



calreticulin [Ricinus communis] >gi_17 63297 
calreticulin [Ricinus communis] 



206523 

LIB3120-001-Q1-K1-C3 

BLASTX 

g3738316 



28320 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271 

7.0e-24 

82 

63 

(AC005170) unknown protein [Arabidopsis thaliana] 
206524 

LIB3120-001-Q1-K1-C4 

BLASTX 

g!352821 

564 

3.0e-58 

107 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206525 

LIB3120-001-Q1-K1-C5 

BLASTX 

g421826 

482 

1.0e-48 

137 

66 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 


206526 


Seq. ID 


LIB3120-001-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4455208 


BLAST score 


600 


E value 


2.0e-62 


Match length 


134 


% identity 


86 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


206527 


Seq. ID 


LIB3120-001-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


270 


E value 


4.0e-24 


Match length 


73 


% identity 


68 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

Seq. No. 206528 



28321 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-001-Q1-K1-C9 

BLASTX 

gl352821 

414 

8.0e-41 

91 
90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206529 

LIB3120-001-Q1-K1-D1 

BLASTX 

g3288821 

518 

8.0e-53 

121 

81 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No. 


206530 


Seq. ID 


LIB3120-001-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2651307 


BLAST score 


199 


E value 


2.0e-20 


Match length 


86 


% identity 


65 


NCBI Description 


(AC002336) putative uroporphyin< 




[Arabidopsis thaliana] 


Seq. No. 


206531 


Seq. ID 


LIB3120-001-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3080440 


BLAST score 


203 


E value 


8.0e-16 


Match length 


81 


% identity 


53 


NCBI Description 


(AL022605) hypothetical protein 


Seq. No. 


206532 


Seq. ID 


LIB3120-001-Q1-K1-D2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6- 


Seq. No. 


206533 


Seq. ID 


LIB3120-001-Q1-K1-D4 



28322 



Method 


II 

BLASTX 


NCBI GI 


gl25887 


BLAST score 


248 


E value 


4.0e-21 


Match length 


142 


% identity 


41 


NCBI Description 


ANTHER 



CIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S047 65 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206534 

LIB3120-001-Q1-K1-D5 

BLASTX 

g400890 

281 

3.0e-25 

90 

61 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917 Jobs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



206535 

LIB3120-001-Q1-K1-D6 

BLASTX 

g2129944 

215 

2.0e-17 

113 

44 

RNA-binding protein RZ-1 
>gi_l 3951 93_db j JBAA12 064 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



wood tobacco 

_ _ (D83696) RNA-binding protein RZ-1 

[Nicotiana sylvestris] >gi_1435062_dbj_BAA06012__ (D28861) 
RNA binding protein, RZ-1 [Nicotiana sylvestris] 

206536 

LIB3120-001-Q1-K1-E1 

BLASTX 

g!345698 

467 

7.0e-47 

103 

88 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb__CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

206537 

LIB3120-001-Q1-K1-E11 

BLASTX 

g2961378 



28323 



BLAST score 


319 


E value 


2.0e-29 


Match length 


122 


% identity 


34 


NCBI Description 


(AL022141) putative protein [Arabidopsis 


Seq. No. 


206538 


Seq. ID 


LIB3120-001-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3860264 


BLAST score 


255 


E value 


6.0e-22 


Match length 


91 


% identity 


60 


NCBI Description 


(AC005824) unknown protein [Arabidopsis 1 


Seq. No. 


206539 


Seq. ID 


LIB3120-001-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


411 


E value 


6.0e-50 


Match length 


102 


% identity 


95 


NCBI Description 


(L07119) chlorophyll A/B binding protein 



hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206540 

LIB3120-001-Q1-K1-E6 

BLASTX 

gl354515 

276 

2.0e-24 

136 

46 

(U55837) carbonic anhydrase 
tremuloides] 



[Populus tremula x Populus 



Seq. Nq. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206541 

LIB3120-001-Q1-K1-E7 

BLASTX 

g!352821 

196 

3.0e-15 

64 
67 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



206542 

LIB3120-001-Q1-K1-E9 

BLASTX 

g2739375 

215 



28324 



E value 
Match length 
% identity 
NCBI Description 



© 



2.0e-17 

81 

56 

(AC002505) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206543 

LIB3120-001-Q1-K1-F1 

BLASTX 

g289920 

505 

2.0e-51 

107 
90 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 


206544 


Seq. ID 


LIB3120-001-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


a3822036 


BLAST score 


201 


E value 


1.0e-15 


Match length 


123 


% identity 


35 


NCBI Description 


(AF072326) endo-1, 3-1, 4-beta-D-glucanas 


Seq. No. 


206545 


Sea. ID 


LIB3120-001-O1-K1-F11 


Mpthod 


BLASTN 


NCBI GI 


g304040 


RT.AST cmnre* 


110 


R VP 1 HA 


7 Oe-55 


Match length 


150 


% identity 


93 


NCBI Description 


Alnus incana chloroplast 23S ribosomal 


Seq. No. 


206546 


Seq. ID 


LIB3120-001-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl619956 


BLAST score 


343 


E value 


3.0e-32 


Match length 


77 


% identity 


88 


NCBI Description 


(U72151) voltage-gated chloride channel 




thaliana] 


Seq. No. 


206547 


Seq. ID 


LIB3120-001-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl00196 


BLAST score 


579 


E value 


5.0e-60 


Match length 


128 


% identity 


82 


NCBI Description 


chlorophyll a/b-binding protein (cab-11 



[Zea mays] 



RNA (23S rRNA) gene 



[Arabidopsis 



- tomato 



28325 




Seq. No. 


206548 


Seq. ID 


LIB3120-001-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4006881 


DJjiiO 1 SCOJ-S 




E value 


7.0e-25 


Match length 


119 


% identity 


57 


NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana] 


Seq. No. 


206549 


Seq. ID 


LIB3120-001-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g425194 


BLAST score 


609 


E value 


2.0e-63 


ruaucn j_engxn 


i 


% identity 


89 


NCBI Description 


(L26243) heat shock protein [Spinacia oleracea] >gi_266077 




(AF034618) cytosolic heat shock 70 protein [Spinacia 




oleracea] 


Seq. No. 


206550 


Seq. ID 


LIB3120-001-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl935914 


Dio/ibi score 




E value 


9.0e-19 


Match length 


77 


% identity 


53 


NCBI Description 


(U77347) lethal leaf-spot 1 homolog [Arabidopsis thaliana] 


Seq. No. 


206551 


Seq. ID 


LIB3120-001-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gll5765 


BLAST score 


566 


E value 


2.0e-58 


Match length 


131 


% identity 


49 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 



(CAB-7) >gi_100201__pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_226546_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 206552 

Seq. ID LIB3120-001-Q1-K1-G11 

Method BLASTX 

NCBI GI g2618731 

BLAST score 444 

E value 4.0e-44 

Match length 98 

% identity 84 



28326 



NCBI Description (U49077) IAA21 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206553 

LIB3120-001-Q1-K1-G12 

BLASTX 

gll68655 

335 

2.0e-31 

102 
55 

PROBABLE BETA-GLUCOSIDASE (GENTIOBIASE) (CELLOBIASE) 
( BETA- D-GLUCOS I DE GLUCOHYDROLASE) (AMYGDALASE) 
>gi_710632_dbj_BAA06429_ (D30762) beta-glucosidase 
[Bacillus subtilis] >gi_1805413_dbj__BAA08975_ (D50453) 
homologue of beta-glucosidase of B. circulans [Bacillus 
subtilis] >gi_2632627_emb_CAB12135_ (Z99105) similar to 
beta-glucosidase [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206554 

LIB3120-001-Q1-K1-G4 

BLASTX 

g2407800 

329 

9.0e-31 

73 

89 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206555 

LIB3120-001-Q1-K1-G5 

BLASTX 

g3641838 

505 

3.0e-51 

140 

71 

(AL023094) putative protein (fragment) 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206556 

LIB3120-001-Q1-K1-G6 

BLASTX 

g3914940 

551 

2.0e-65 

141 

89 

SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE CHLOROPLAST PRECURSOR 
{ SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE) ( SED (1,7) P2ASE ) 
>gi_2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



206557 

LIB3120-001-Q1-K1-G7 

BLASTX 

g2583108 

423 



28327 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



1.0e-41 

110 

72 

(AC002387) putative surface protein [Arabidopsis thaliana] 
206558 

LIB3120-001-Q1-K1-G8 

BLASTX 

g2341033 



BLAST score 


287 


E value 


1.0e-25 


Match length 


85 


% identity 


71 


NCBI Description 


(AC000104) Similar to Babesia aldo-keto 




(gb_M93122) . [Arabidopsis thaliana] 


Seq. No. 


206559 


Seq. ID 


LIB3120-001-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2894534 


BLAST score 


546 


E value 


5.0e-56 


Match length 


132 


% identity 


83 


NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 


Seq. No. 


206560 


Seq. ID 


LIB3120-001-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2440044 


BLAST score 


455 


E value 


3.0e-58 


Match length 


132 


% identity 


86 


NCBI Description 


(AJ001293) major intrinsic protein PIPB 




plantagineum] 


Seq. No. 


206561 


Seq. ID 


LIB3120-001-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


486 


E value 


4.0e-49 


Match length 


127 


% identity 


76 


NCBI Description 


(D83007) subunit of photosystem I [Cucui 


Seq. No. 


206562 


Seq. ID 


LIB3120-001-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2911082 


BLAST score 


141 


E value 


1.0e-08 


Match length 


96 


% identity 


35 



[Craterostigma 



NCBI Description (AL021960) hypothetical protein [Arabidopsis thaliana] 



28328 



Seq. No. 


206563 


Seq. ID 


LIB3120-001-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl431629 


BLAST score 




E value 


1.0e-34 


Match length 


133 


% identity 


56 


NCBI Description 


(X99348) pectinacetylesterase precursor [Vigna 


Seq. No. 


206564 


Seq. ID 


LIB3120-002-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3924597 


BLAST score 


i r\ a 


E value 


2.0e-15 


Match length 


108 


% identity 


39 


NCBI Description 


(AF069442) putative oxidoreductase [Arabidopsis 


Seq. No. 


206565 


Seq. ID 


LIB3120-002-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3122053 


BLAST score 


324 


E value 


9.0e-36 


Match length 


91 


% identity 


87 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 


>gi_1235582_emb_CAA65391_ (X96555) elongation f 




1-alpha [Pisum sativum] 


Seq. No. 


206566 


Seq. ID 


LIB3120-002-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl709825 


BLAST score 


334 


E value 


3.0e-31 


Match length 


125 



% identity 

NCBI Description 



64 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
{PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206567 

LIB3120-002-Q1-K1-A9 

BLASTX 

g542103 

700 

4.0e-74 

140 

93 

P protein - Flaveria pringlei >gi_438003_emb_CAA8107( 
(Z25857) P protein [Flaveria pringlei] 



Seq. No. 
Seq. ID 
Method 



206568 

LIB3120-002-Q1-K1-B10 
BLASTX 



28329 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl352821 
417 

2.0e-41 

89 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505^emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

206569 

LIB3120-002-Q1-K1-B11 

BLASTX 

g2497753 

308 

4.0e-28 

88 

58 

NONSPECIFIC LIPID- TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_1321915_emb_CAA65477_ (X96716) lipid transfer protein 
[Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206570 

LIB3120-002-Q1-K1-B5 

BLASTX 

g3983125 

300 

3.0e-27 

130 

53 

(AF097648) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

206571 

LIB3120-002-Q1-K1-B6 

BLASTX 

g3142292 

335 

2.0e-31 

92 

77 

(AC002411) Contains similarity to tetratricopeptide repeat 
protein gb_U4 6571 from home sapiens. EST gb_Z47802 and 
gb_Z48402 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206572 

LIB3120-002-Q1-K1-B9 

BLASTX 

g3914442 

454 

2.0e-45 

128 

70 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi 1916350 (U92504) PSI-H subunit [Brassica rapa] 



28330 



II 



Seq. No. 


206573 


Seq. ID 


LIB3120-002-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gzUozooo 


BLAST score 


405 


E value 


1.0e-39 


Match length 


80 


% identity 


91 


NCBI Description 


(U66345) calreticulin 


Seq. No. 


206574 


Seq. ID 


LIB3120-002-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


541 


E value 


2.0e-55 


Match length 


103 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206575 

LIB3120-002-Q1-K1-C12 

BLASTX 

g289920 

744 

3.0e-79 

140 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206576 

LIB3120-002-Q1-K1-C2 

BLASTX 

g289920 

584 

4.0e-69 

128 

89 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206577 

LIB3120-002-Q1-K1-C4 

BLASTX 

g461999 

687 

1.0e-72 

140 

96 

ELONGATION FACTOR G, 



CHLOROPLAST PRECURSOR (EF-G) 



28331 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206578 

LIB3120-002-Q1-K1-C5 

BLASTX 

g3237304 

378 

5.0e-37 

132 
58 

(U91561) pyridoxine 5 '-phosphate oxidase 
norvegicus] 



[Rattus 



206579 

LIB3120-002-Q1-K1-C6 

BLASTX 

gll69494 

262 

8.0e-23 

86 

62 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_2119915_pir S60659 EF-Tu protein precursor - soybean 

>gi_949873_emb__CAA61444_ (X89058) EF-Tu protein [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206580 

LIB3120-002-Q1-K1-C8 

BLASTX 

g3850621 

138 

1.0e-08 

67 

45 

(Y15382) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206581 

LIB3120-002-Q1-K1-C9 

BLASTN 

g2924257 

74 

2.0e-33 

278 
82 

Tobacco chloroplast genome DNA 
206582 

LIB3120-002-Q1-K1-D1 

BLASTX 

g2435517 

389 

9.0e-38 

125 

58 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 



Seq. No. 



206583 



28332 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-002-Q1-K1-D10 

BLASTX 

gl33028 

354 

1.0e-33 

129 
57 

SOS RIBOSOMAL PROTEIN L9, CHLOROPLAST PRECURSOR (CL9) 

>gi_71257j?ir R5MUL9 ribosomal protein L9 precursor, 

chloroplast - Arabidopsis thaliana >gi_164 99_emb_CAA77480_ 
(Z11129) plastid ribosomal protein CL9 [Arabidopsis 
thaliana] >gi_16501_emb_CAA77594_ (Z11509) Chloroplast 
ribosomal protein CL9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206584 

LIB3120-002-Q1-K1-D11 

BLASTX 

g2129559 

538 

4.0e-55 

126 
84 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206585 

LIB3120-002-Q1-K1-D12 

BLASTX 

gl!4654 

238 

3.0e-22 

81 

71 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 
>gi 67898 pir LWNTA H+-transporting ATP synthase (EC 
3.6.1.34) lipid-binding protein - common tobacco 
chloroplast >gi_11812_emb_CAA77343_ (Z00044) ATPase III 
subunit [Nicotiana tabacum] >gi_343484 (M10124) ATPase 

subunit III [Nicotiana tabacum] >gi_224347__prf 1102209A 

ATPase III,H translocating [Nicotiana sp.] 
>gi_225272_prf 1211235G ATPase III [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206586 

LIB3120-002-Q1-K1-D2 

BLASTX 

g289920 

728 

2.0e-77 

136 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



28333 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206587 

LIB3120-002-Q1-K1-D3 

BLASTX 

g421826 

324 

3.0e-30 

102 

62 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206588 

LIB3120-002-Q1-K1-D4 

BLASTX 

g417154 

678 

1.0e-71 

144 

92 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

206589 

LIB3120-002-Q1-K1-D5 

BLASTX 

g417154 

164 

3.0e-ll 

36 

86 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206590 

LIB3120-002-Q1-K1-D8 

BLASTX 

gll70567 

683 

4.0e-72 

142 

92 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



206591 

LIB3120-002-Q1-K1-E2 

BLASTX 

g4335750 

166 

1.0e-ll 
46 



28334 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

(AC006284) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 

206592 

LIB3120-002-Q1-K1-E4 

BLASTX 

gl345698 

498 

2.Ge-50 

100 

91 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

206593 

LIB3120-002-Q1-K1-E5 

BLASTX 

g4512651 

416 

8.0e-41 
134 
58 

(AC007048) 
thaliana] 



putative tyrosine transaminase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



206594 

LIB3120-002-Q1-K1-E6 

BLASTX 

gl354515 

323 

2.0e-30 

136 

57 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

206595 

LIB3120-002-Q1-K1-E7 

BLASTX 

g2335104 

712 

2.0e-75 

146 

47 

(AC002339) putative villin [Arabidopsis thaliana] 
206596 

LIB3120-002-Q1-K1-E8 

BLASTX 

g3152597 

217 

2.0e-17 
140 



28335 



II 



% identity 

NCBI Description 



47 

(AC002986) Contains similarity to S. cerevisiae 
hypothetical protein YOR197w, gb_Z75105. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206597 

LIB3120-002-Q1-K1-F10 
BLASTX 
g!352821 
746 

2.0e-79 
141 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir_ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E* value 

Match length 

% identity 

NCBI Description 



206598 

LIB3120-002-Q1-K1-F12 

BLASTX 

g20729 

442 

7.0e-44 

121 

75 

{X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206599 

LIB3120-002-Q1-K1-F2 

BLASTX 

g3980416 

436 

3.0e-43 
137 
64 

(AC004561) 
thaliana] 



putative tropinone reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206600 

LIB3120-002-Q1-K1-F3 

BLASTX 

g231688 

662 

1.0e-69 

125 

100 

CATALASE 
1.11.1.6 

subunit 



ISOZYME 2 >gi_99599_pir S17493 catalase {EC 

) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



206601 

LIB3120-002-Q1-K1-F4 

BLASTX 

gll68739 

591 



28336 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-61 

133 
83 

CARBONIC ANHYDRASE 2 (CARBONATE DEHYDRATASE 2) >gi_43844 9 
(L18901) carbonic anhydrase [Arabidopsis thaliana] 

206602 

LIB3120-002-Q1-K1-F6 

BLASTX 

gl351408 

701 

3.0e-74 

146 

84 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 22084 63A 

vascular processing protease [Citrus sinensis] 

206603 

LIB3120-002-Q1-K1-F8 

BLASTX 

gll5833 

540 

2.0e-55 

110 

90 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 
(CAB-10A) (LHCP) >gi_100195_pir_S11877 chlorophyll 
a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

206604 

LIB3120-002-Q1-K1-F9 

BLASTX 

g!175381 

257 

3.0e-22 

122 

39 

HYPOTHETICAL 44.9 KD PROTEIN C18B11.02C IN CHROMOSOME I 

>gi_2130286_pir S58301 hypothetical protein SPAC18B11 . 02c 

- fission yeast (Schizosaccharomyces pombe) 
>gi_929888_emb_CAA90587_ (Z50728) hypothetical protein 
[Schizosaccharomyces pombe] 

206605 

LIB3120-002-Q1-K1-G1 

BLASTX 

gl33867 

527 

7.0e-54 

121 

83 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi 22470 emb CAA39438 (X55967) 



28337 



ribosomal protein Sll [Zea mays] 



Seq. No. 


206606 


Seq. ID 


LIB3120-002-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3107905 


BLAST score 


236 


E value 


8.0e-25 


Match length 


99 


% identity 


13 


NCBI Description 


(D85101) leaf protein 


Seq. No. 


206607 


Seq. ID 


LIB3120-002-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


540 


E value 


2.0e-55 


Match length 


104 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE 



(RUBISCO SMALL SUBUNIT) >gi__279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206608 

LIB3120-002-Q1-K1-G2 

BLASTX 

g430947 

288 

7.0e-26 

59 

95 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 


206609 


Seq. ID 


LIB3120-002-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


450 


E value 


6.0e-45 


Match length 


104 


% identity 


83 


NCBI Description 


glycolate oxidase [Lens cul 


Seq. No. 


206610 


Seq. ID 


LIB3120-002-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl076414 


BLAST score 


574 


E value 


2.0e-59 


Match length 


146 


% identity 


74 


NCBI Description 


subtilisin-like proteinase 



(EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_757534_emb_CAA59963_ (X85974) 



28338 



subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206611 

LIB3120-002-Q1-K1-G5 

BLASTX 

gl352821 

590 

3.0e-61 

110 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206612 

LIB3120-002-Q1-K1-G6 

BLASTX 

g479406 

552 

8.0e-57 

120 

62 

chlorophyll a/b-binding protein - garden pea 
>gi_20671_emb_CAA49149_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206613 

LIB3120-002-Q1-K1-G7 

BLASTX 

gl20669 

534 

1.0e-54 

124 
82 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase {EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206614 

LIB3120-002-Q1-K1-G8 

BLASTX 

g289920 

719 

2.0e-76 

134 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



206615 

LIB3120-002-Q1-K1-H1 

BLASTX 

g3874247 



28339 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174 

2.0e-12 

86 
41 

(Z70205) predicted using Genefinder [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206616 

LIB3120-002-Q1-K1-H11 

BLASTX 

g68200 

368 

3.0e-35 

96 

80 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206617 

LIB3120-002-Q1-K1-H2 

BLASTX 

g3874247 

168 

9.0e-12 
86 
40 

(Z70205) 
elegans] 



predicted using Genefinder [Caenorhabditis 



206618 

LIB3120-002-Q1-K1-H3 

BLASTX 

g289920 

515 

1.0e-52 

110 

87 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206619 

LIB3120-002-Q1-K1-H4 

BLASTX 

gl351270 

406 

9.0e-40 

117 

68 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_478410_pir JQ2255 triose-phosphate isomerase (EC 

5.3.1.1) - rice >gi_169821 (M87064) triosephosphate 
isomerase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



206620 

LIB3120-002-Q1-K1-H5 
BLASTX 



28340 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



gl352821 
431 

9.0e-43 

84 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



206621 

LIB3120-002-Q1-K1-H6 

BLASTX 

gl352821 

716 

4.0e-76 

131 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

206622 

LIB3120-002-Q1-K1-H7 

BLASTX 

g4567279 

378 

2.0e-36 

127 

61 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

206623 

LIB3120-003-Q1-K1-A1 

BLASTX 

g542100 

588 

5.0e-61 

135 
84 

H-protein - Flaveria pringlei >gi_2147453_pir S60195 

H-protein precursor (clone HFC1) - Flaveria cronquistii 
>gi_437993_emb_CAA81073_ (Z25854) H-protein [Flaveria 
cronquistii] >gi_437999_emb_CAA81074_ (Z25855) H-protein 
[Flaveria pringlei] >gi_3688299_emb_CAB16912_ (Z99763) 
H-protein [Flaveria pringlei] 

206624 

LIB3120-003-Q1-K1-A10 

BLASTX 

g2632254 

386 

7.0e-40 



28341 



0 



Match length 


129 


% identity 


60 


NCBI Description 


(Y12465) serine/threonine kinase [Sorghum 


Seq. No. 


206625 


Seq. ID 


LIB3120-003-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g515377 


BLAST score 


255 


E value 


2.0e-22 


Match length 


55 


% identity 


95 


NCBI Description 


(X79715) histone H4 [Lolium temulentum] 


Seq. No. 


206626 


Seq. ID 


LIB3120-003-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl31167 


BLAST score 


443 


E value 


5.0e-44 


Match length 


137 


% identity 


67 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT II 



PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_100292_pir S18348 photosystem I chain II precursor 

wood tobacco >gi_197 4 8_emb_CAA42623_ (X60008) PSI-D2 
[Nicotiana sylvestris] 



Seq. No. 


206627 


Seq. ID 


LIB3120-003-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2305107 


BLAST score 


275 


E value 


2.0e-24 


Match length 


127 


% identity 


54 


NCBI Description 


(AF009954) phytoene synthase [Arabidopsis thaliana] 


Seq. No. 


206628 


Seq. ID 


LIB3120-003-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl!5833 


BLAST score 


508 


E value 


1.0e-51 


Match length 


126 


% identity 


79 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 



(CAB-10A) (LHCP) >gi_100195_pir S 1187 7 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



206629 

LIB3120-003-Q1-K1-A5 

BLASTX 

gl20659 

585 

1.0e-60 



28342 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



132 
88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 

>gi_81721_pir B24796 glyceraldehyde-3-phosphate 

dehydrogenase (NADP+) (phosphorylating) (EC 1.2.1.13), 
chloroplast - white mustard (fragment) 

>gi_829288_emb_CAA27845_ (X04302) chloroplast GAPDH (233aa) 
[Sinapis alba] 

206630 

LIB3120-003-Q1-K1-A6 

BLASTX 

g231688 

718 

3.0e-76 

135 

100 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase {EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

206631 

LIB3120-003-Q1-K1-A7 

BLASTX 

g2494793 

536 

5.0e-55 

130 

78 

[Segment 2 of 2] FERREDOXIN-DEPENDENT GLUTAMATE SYNTHASE 

( FD-GOGAT ) >gi_2 14 672 4_pir S 67 496 f err edoxin-dependent 

glutamate synthase (EC 1.4.7.1) - spinach (fragment) 
>gi_414979 (U03006) f erredoxin-dependent glutamate synthase 
[Spinacia oleracea] 



Seq. No. 

"Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



206632 

LIB3120-003-Q1-K1-A8 

BLASTX 

gl352821 

524 

1.0e-53 

116 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
(RUBISCO SMALL SUBUNIT) >gi_279581__pir_ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi 450505 emb 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 
CAA38026 (X54091) 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 
206633 

LIB3120-003-Q1-K1-B1 

BLASTX 

g3738316 

334 

3.0e-31 

92 

67 



28343 



NCBI Description 


(AC005170) unknown protein [Arabidopsis 


Seq. No. 


206634 


Seq. ID 


LIB3120-003-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3582021 


score 


"3 £ C 


E value 


6.0e-35 


Match length 


145 


% identity 


50 


NCBI Description 


(Y09423) cytochrome P450 [Nepeta racemos 


Seq. No. 


206635 


Seq. ID 


LIB3120-003-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl31770 


BLAST score 


467 


E value 


8.0e-47 


Match length 


123 


% identity 


70 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S9 (4 OS RIBOSOMAL 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



206636 

LIB3120-003-Q1-K1-B5 

BLASTX 

g2894378 

300 

3.0e-27 

132 
49 

(Y14573) putative ribophorin I homologue 



[Hordeum vulgare] 



206637 

LIB3120-003-Q1-K1-B6 

BLASTX 

g81601 

316 

3.0e-29 

118 

59 

chaperonin 60 beta - Arabidopsis thaliana 
206638 

LIB3120-003-Q1-K1-C1 

BLASTX 

g4249385 

392 

5.0e-38 

118 

65 

(AC005966) T2K10.11 [Arabidopsis thaliana] 



Seq. No. 



206639 



28344 



Seq. ID 


LIB3120-003-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4027895 


JDJjriO ± oCOrS 




E value 


3.0e-ll 


Match length 


42 


% identity 


74 


NCBI Description 


(AF049352) alpha-expansin precursor [Nicotiana tabacum] 


Seq. No. 


206640 


Seq. ID 


LIB3120-003-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4454032 


Djj/toi score 


1 AO 


E value 


5.0e-09 


Match length 


68 


% identity 


49 


NCBI Description 


(AL035394) putative protein [Arabidopsis thaliana] 


Seq. No. 


206641 


Seq. ID 


LIB3120-003-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4006932 


BLAST score 


161 


E value 


r- r\ -t 1 

5 . Oe-11 


Match length 


74 


% identity 


49 


NCBI Description 


(AJ011400) NADH : ubiquinone oxidoreductase bl7.2 subunit 




[Bos taurus] 


Seq. No. 


206642 


Seq. ID 


LIB3120-003-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g535780 


Dii/ibi score 




E value 


1.0e-69 


Match length 


143 


% identity 


88 


NCBI Description 


(D26609) transmembrane protein [Arabidopsis thaliana] 


Seq. No. 


206643 


Seq. ID 


LIB3120-003-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


346 


E value 


7.0e-45 


Match length 


124 


% identity 


82 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

Seq. No. 206644 

Seq. ID LIB3120-003-Q1-K1-C9 

Method BLASTX 



28345 



NCBI GI 


g4027895 


BLAST score 


loo 


E value 


3.0e-ll 


Match length 


42 


% identity 


74 


NCBI Description 


(AF04 9352) alpha-expansin precursor [Nicotiana tabacum] 


Seq. No. 


206645 


Seq. ID 


LIB3120-003-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl001478 


BLAST score 


1 o c 

loo 


E value 


7.0e-14 


Match length 


120 


% identity 


34 


NCBI Description 


(D63999) hypothetical protein [Synechocystis sp.] 


Seq. No. 


206646 


Seq. ID 


LIB3120-003-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl370603 


BLAST score 


C A A 

544 


E value 


8.0e-56 


Match length 


160 


% identity 


69 


NCBI Description 


(X98245) annexin p35 [Zea mays] 


Seq. No. 


206647 


Seq. ID 


LIB3120-003-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4001803 


BLAST score 


196 


E value 


5 . 0e-15 


Match length 


132 


% identity 


33 


NCBI Description 


(AF041474) BAF53a [Homo sapiens] >gi_4218064_dbj_BAA74577_ 




(AB015907) actin-related protein [Homo sapiens] 


Seq. No. 


206648 


Seq. ID 


LIB3120-003-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g!709651 


BLAST score 


406 


E value 


1.0e-39 


Match length 


137 


% identity 


ol 


NCBI Description 


PLASTOCYANIN A PRECURSOR >gi_2117431_pir S58209 




plastocyanin a precursor - black poplar 




>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 




nigra] 


Seq. No. 


206649 


Seq. ID 


LIB3120-003-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl709651 


BLAST score 


304 


E value 


1.0e-27 



28346 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 

105 
57 

PLASTOCYANIN A PRECURSOR >gi_2117431_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 

206650 

LIB3120-003-Q1-K1-F1 

BLASTX 

g4314357 

144 

6.0e-09 

128 

20 

(AC006340) putative nucleic acid binding protein 
[Arabidopsis thaliana] 



Sea No . 


206651 


Spa ID 


LIB3120-003-Q1-K1-F11 


Mpthnd 

L1C L.11VJU 


BLASTX 


NCBI GI 


g2653290 


BLAST score 


170 




2,0e-21 


Match length 


93 


% identity 


65 




(AJ003124) enoyl-ACP reductase [Petunia x hyb. 


o e q • IN (J . 


206652 


Qp n TO 

OCl| m J. U 


LIB3120-003-Q1-K1-F12 




BLASTX 




a2653285 




149 


E value 


2.0e-19 


Match length 


104 


% identity 


56 


NCBI Description 


(AJ003025) enoyl-ACP reductase [Oryza sativa] 


Seq. No. 


206653 


Seq. ID 


LIB3120-003-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2464899 


BLAST score 


382 


E value 


7.0e-37 


Match length 


142 


% identity 


60 


NCBI Description 


(Z99708) geranylgeranyl pyrophosphate synthas 




thaliana] 


Seq. No. 


206654 


Seq. ID 


LIB3120-003-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2464872 


BLAST score 


257 


E value 


3.0e-22 


Match length 


93 


% identity 


54 ■* 



28347 




NCBI Description 


(Z99707) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


206655 


Seq. ID 


LIB3120-003-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2920839 


djuh.o ± score 


■J JO 


E value 


5.0e-34 


Match length 


134 


% identity 


54 


NCBI Description 


(U95136) Os-FIERG2 gene product [Oryza sativa] 


Seq. No, 


206656 


Seq. ID 


LIB3120-003-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl31399 


BLAST score 


510 


E value 


7.0e-52 


Match length 


120 


% identity 


81 


ln^ox uescripLion 


PHHTO^Y^TFM TT 10 KT) POLYPFPTTDF PRRCHR^OR ( LIGHT INDUCIBLE 


TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 




photosystem II 10K protein precursor - potato 




>gi 21489__erab_CAA28450_ (X04753) ST-LS1 protein [Solanum 




tuberosum] 


Seq. No. 


206657 


Seq. ID 


LIB3120-003-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl657948 


aiiixo i score 




E value 


3.0e-62 


Match length 


135 


% identity 


86 


NCBI Description 


(U73466) MipC [Mesembryanthemum crystallinum] 


Seq. No. 


206658 


Seq. ID 


LIB3120-003-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4406530 


nLtAoi score 




E value 


5.0e-38 


Match length 


111 


% identity 


74 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


206659 


Seq. ID 


LIB3120-003-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3023752 


BLAST score 


352 


E value 


2.0e-33 


Match length 


118 


% identity 


62 


NCBI Description 


FERREDOXIN I PRECURSOR >gi_1418982_emb_CAA99756__ (Z75520) 




ferredoxin-I [Lycopersicon esculentum] 




28348 



Seq. No. ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206660 

LIB3120-003-Q1-K1-H2 

BLASTX 

g2507458 

296 

8.0e-27 

119 

47 

THIOREDOXIN M-TYPE PRECURSOR (TRX-M) >gi_814 91_pir S20496 

thioredoxin m precursor - spinach >gi_21348__emb_CAA35826_ 
(X51462) thioredoxin M precursor (AA -67 to 114) [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206661 

LIB3120-003-Q1-K1-H3 

BLASTX 

gll5471 

449 

1.0e-44 

110 

76 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi__100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA36792_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 



Seq. No. 


206662 


Seq. ID 


LIB3120-003-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4559327 


BLAST score 


270 


E value 


1.0e-23 


Match length 


134 


% identity 


40 


NCBI Description 


(AC007087) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


206663 


Seq. ID 


LIB3120-004-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3386611 


BLAST score 


252 


E value 


1.0e-21 


Match length 


135 


% identity 


39 


NCBI Description 


(AC004665) unknown protein [Arabidopsis thaliana] 


Seq. No. 


206664 


Seq. ID 


LIB3120-004-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2895866 


BLAST score 


192 


E value 


2.0e-22 


Match length 


138 


% identity 


48 


NCBI Description 


(AF045770) methylmalonate semi -aldehyde dehydrogenase 



[Oryza sativa] 



28349 



Seq. No/ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206665 

LIB3120-004-Q1-K1-B1 

BLASTX 

g2500576 

194 

9.0e-15 

82 
16 

HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN H T (HNRNP H 1 ) 
(FTP-3) >gi 1684915 (U78027) FTP3 [Homo sapiens] 



206666 

LIB3120-004-Q1-K1-B2 

BLASTX 

g505482 

659 

3.0e-69 

158 

83 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



206667 

LIB3120-004-Q1-K1-B3 

BLASTX 

gll5794 

429 

1.0e-59 

136 
83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

206668 

LIB3120-004-Q1-K1-B5 

BLASTX 

g!617219 

354 

1.0e-33 

90 

72 

(X99301) CPD photolyase [Arabidopsis thaliana] >gi_2984707 
(AF053365) type II CPD photolyase PHR1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206669 

LIB3120-004-Q1-K1-B8 

BLASTX 

g2695931 

379 

2.0e-36 

109 

68 

(AJ222779) hypothetical protein [Hordeum vulgare] 



28350 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206670 

LIB3120-004-Q1-K1-C2 

BLASTX 

gl33940 

354 

7.0e-34 

93 

82 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi_70851_pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi__65091__emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206671 

LIB3120-004-Q1-K1-C3 

BLASTX 

g3914442 

438 

2.0e-43 

99 

84 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206672 

LIB3120-004-Q1-K1-C4 
BLASTX 
g464986 
521 

4.0e-53 
115 
85 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206673 

LIB3120-004-Q1-K1-C5 

BLASTX 

gl352821 

296 

3.0e-49 

139 

67 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir_ 
ribulose-bisphosphate carboxylase (EC 4, 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



28351 




precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206674 

LIB3120-004-Q1-K1-C8 

BLASTX 

gl354515 

243 

1.0e-22 

146 

49 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206675 

LIB3120-004-Q1-K1-D1 

BLASTX 

g2760834 

456 

8.0e-46 

151 
66 

(AC003105) 
thaliana] 



putative nitrate transporter [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206676 

LIB3120-004-Q1-K1-D2 

BLASTX 

gl352821 

335 

2.0e-57 

127 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RDBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206677 

LIB3120-004-Q1-K1-D3 

BLASTX 

gl666173 

284 

2.0e-29 

114 

64 

(Y09106) transcription factor 



[Nicotiana plumbaginif olia] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



206678 

LIB3120-004-Q1-K1-D5 

BLASTX 

g407946 

254 

2.0e-22 

109 

51 



28352 



NCBI Description (U02498) epoxide hydrolase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206679 

LIB3120-004-Q1-K1-D6 

BLASTX 

gl31397 

137 

1.0e-18 

139 
47 

OXYGEN- EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>giJ755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206680 

LIB3120-004-Q1-K1-E1 

BLASTX 

g!279654 

311 

6.0e-29 

78 

76 

(X97351) peroxidase [Populus balsamifera subsp. 
trichocarpa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206681 

LIB3120-004-Q1-K1-E2 

BLASTN 

g4371278 

34 

2.0e-09 

50 

92 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206682 

LIB3120-004-Q1-K1-E3 

BLASTX 

gl21953 

194 

7.0e-15 

47 

83 

HISTONE HI >gi_81905_pir S00033 

>gi_20762_emb_CAA29123_ (X05636) 
[Pisum sativum] 



histone Hl.b - garden pea 
HI histone (AA 1-263) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



206683 

LIB3120-004-Q1-K1-E8 

BLASTX 

g2760834 



28353 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



342 

4.0e-32 

131 

57 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206684 

LIB3120-004-Q1-K1-F2 

BLASTX 

g584893 

126 

1.0e-10 

89 
51 

SERINE CARBOXYPEPTIDASE III PRECURSOR 

>gi_283002j?ir S22530 carboxypeptidase III (EC 3*4.16.-) 

rice >gi_218153__dbj_BAA01757_ (D10985) serine 
carboxypeptidase III [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206685 

LIB3120-004-Q1-K1-F4 

BLASTX 

g3885334 

678 

1.0e-71 

147 
82 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206686 

LIB3120-004-Q1-K1-F5 

BLASTX 

g3800853 

159 

8.0e-12 

78 
49 

(AF084478 
activase 



ribulose-1, 5-bisphosphate carboxylase/oxygenase 
precursor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206687 

LIB3120-004-Q1-K1-G3 

BLASTX 

g3929333 

315 

6.0e-29 

148 

46 

CYTOCHROME P450 76B1 (7-ETHOXYCOUMARIN O-DEETHYLASE) (ECOD) 
( PHENYL UREA DEALKYLASE) >gi_2370230_emb_CAA71054_ (Y09920) 
7-ethoxycoumarin O-deethylase [Helianthus tuberosus] 



Seq. No. 
Seq. ID 
Method 



206688 

LIB3120-004-Q1-K1-G4 
BLASTX 



28354 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3913018 
617 

2.0e-64 

131 
89 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155__dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



206689 

LIB3120-004-Q1-K1-H1 

BLASTX 

gll74592 

489 

2.0e-75 

155 

92 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206690 

LIB3120-004-Q1-K1-H2 

BLASTX 

gl076534 

326 

3.0e-30 

110 

56 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - garden 
pea >gi_497120 (U06461) monodehydroascorbate reductase 
[Pisum sativum] 

206691 

LIB3120-004-Q1-K1-H4 

BLASTX 

gl32659 

267 

2.0e-23 

111 

52 

SOS RIBOSOMAL PROTEIN L13, CHLOROPLAST PRECURSOR (CL13) 

>gi_81483_j?ir A32033 ribosomal protein L13 precursor, 

chloroplast - spinach >gi_170133 (J04461) ribosomal protein 
L13 [Spinacia oleracea] 

206692 

LIB3120-005-Q1-K1-A10 

BLASTX 

g3885511 

265 

4.0e-23 

105 

59 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago s&tiva] 



28355 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206693 

LIB3120-005-Q1-K1-A11 

BLASTX 

g950299 

513 

2.0e-52 

109 

86 

(L4 67 92) xyloglucan endotransglycosylase precursor 
[Actinidia deliciosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206694 

LIB3120-005-Q1-K1-A3 

BLASTX 

g3834323 

194 

7.0e-15 

121 
36 

(AC00567 9) F9K20.25 [Arabidopsis thaliana] 
206695 

LIB3120-005-Q1-K1-A4 

BLASTX 

g289920 

669 

1.0e-70 

125 
98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



206696 

LIB3120-005-Q1-K1-B1 

BLASTX 

g2970654 

338 

1.0e-31 

112 

68 

(AF052058) ferritin subunit cowpea2 precursor [Vigna 
unguiculata] 

206697 

LIB3120-005-Q1-K1-B11 

BLASTX 

g68200 

335 

2.0e-31 

92 

77 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

206698 

LIB3120-005-Q1-K1-B12 



28356 



Method. 


BLASTX 


NCBI GI 


g3913437 


BLAST score 


490 


E value 


2.0e-49 


Match length 


137 


% identity 


70 


NCBI Description 


PUTATIVE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



E-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_1402875_emb__CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_14 95271_emb_CAA66613_ (X97970) 
RNA helicase [Arabidopsis thaliana] 

206699 

LIB3120-005-Q1-K1-B3 

BLASTX 

g2961390 

516 

1.0e-52 

114 

75 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 

206700 

LIB3120-005-Q1-K1-B9 

BLASTX 

g421826 

400 

2.0e-45 

130 

75 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206701 

LIB3120-005-Q1-K1-C10 
BLASTX 
g320618 
289 

3.0e-26 

65 
86 

chlorophyll a/b-binding protein I 
>gi_218172_dbj_BAA00536_ (D00641) 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 

[Oryza sativa] 



precursor - rice 
type I light-harvesting 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206702 

LIB3120-005-Q1-K1-C11 

BLASTX 

g505482 

437 

1.0e-43 

111 

82 

(X64349) 33 kDa polypeptide of water-oxidizing 



complex of 



28357 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



photosystem II [Nicotiana tabacum] 
206703 

LIB3120-005-Q1-K1-C12 

BliASTX 

g3914136 

268 

2.0e-23 

116 

46 

NONSPECIFIC LIP ID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_2632171__emb_CAA05771_ (AJ002958) lipid transfer protein 
[Cicer arietinum] 



Seq. No. 


206704 


Seq. ID 


LIB3120-005-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


a20729 


BLAST score 


353 


E value 


1. Oe-33 




102 


% identity 


71 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sat 


Seq. No. 


206705 


Seq. ID 


LIB3120-005-Q1-K1-D11 


Mpt hod 


BLASTX 


NPRT GT 

Vt \s JD X O -L 


a2618686 


BLAST score 


390 


R value* 


9. Oe-38 


Ma t" r"h 1 f^n ni~ Y) 


140 


% identity 


54 


NCBI Description 


(AC002510) hypothetical protein [Arabidopsis 


Seq. No. 


206706 


Seq. ID 


LIB3120-005-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3860249 


BLAST score 


180 


E value 


4.0e-13 


Match length 


67 


% identity 


54 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thali 


Seq. No. 


206707 


Seq. ID 


LIB3120-005-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


224 


E value 


2.0e-18 


Match length 


113 


% identity 


50 


NCBI Description 


(U55837) carbonic anhydrase [Populus tremula 




tremuloides] 


Seq. No. 


206708 


Seq. ID 


LIB3120-005-Q1-K1-D7 



28358 



Method 


fl 

Miitlr 

BLASTX 


NCBI GI 


gll68408 


BLAST score 


395 


E value 


8.0e-54 


Match length 


124 


% identity 


82 


NCBI Description 


FRUCTOSE 



SPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 


206709 


Seq. ID 


LIB3120-005-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


gl8058 


BLAST score 


346 


E value 


0 0e+00 


Match lp"ncrt"H 

L 1U l_ ^rll XCllU Oil 


450 


% identity 


94 




P "i 1~ ti i 1 i mon ci <^+" r*r>n "Pot 0 fiS r"i hnsnina 1 RNA 


Sea No 


206710 


Seq. ID 


LIB3120-005-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3646373 


BLAST score 


424 


E value 


4 ,0e-48 


Match 1 pncrth 


105 




90 


V4 V*f U _L S-f ^ O K^r J l_ (w> l_. -I- W 1 1 


fAJ01107fi} RGP1 nrotein TOrvza ^atival 




206711 


Seq. ID 


LIB3120-005-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3127031 


BLAST score 


211 


E value 


2.0e-20 


Match length 


99 


% identity 


59 


NCBI Description 


(AF014802) (S)-N-raethylcoclaurine 3 T -hydroxylase 




[Eschscholzia californica] 


Seq. No. 


206712 


Seq. ID 


LIB3120-005-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl899188 


BLAST score 


257 


E value 


3.0e-22 


Match length 


68 


% identity 


24 



NCBI Description (0*90212) DNA binding protein ACBF [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



206713 

LIB3120-005-Q1-K1-E12 

BLASTX 

g289920 

435 



28359 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-43 

88 

94 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

206714 

LIB3120-005-Q1-K1-E2 

BLASTX 

gl352821 

399 

5.0e-39 

79 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


206715 


Seq. ID 


LIB3120-005-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl448941 


BLAST score 


421 


E value 


5.0e-46 


Match length 


120 


% identity 


81 


NCBI Description 


(L48181) ypt-related protein [Brassica campestris] 


Seq. No. 


206716 


Seq. ID 


LIB3120-005-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g266893 


BLAST score 


708 


E value 


4.0e-75 


Match length 


141 


% identity 


95 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR (RUBISCO ACTIVASE) >gi_322416_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 

206717 

LIB3120-005-Q1-K1-F10 

BLASTX 

g479406 

616 

3.0e-64 

132 
66 

chlorophyll a/b-binding protein - garden pea 
>gi_20671_emb_CAA4 914 9_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 



Seq. No. 



206718 



28360 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-005-Q1-K1-G10 

BLASTX 

gl31397 

216 

2.0e-17 

118 
47 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480__pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307 17 9B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206719 

LIB3120-005-Q1-K1-G11 

BLASTX 

g3914605 

405 

1.0e-39 

135 

61 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-l f 5-bisphosphate carboxylase/oxygenase activase 
[Malus domes tica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206720 

LIB3120-005-Q1-K1-G12 

BLASTX 

g671737 

652 

9.0e-70 

147 

85 

(X74731) Chloropyll a/b binding protein 
hypochondriacus ] 



[Amaranthus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206721 

LIB3120-005-Q1-K1-G2 

BLASTX 

g445116 

127 

2.0e-16 

84 

61 

light-harvesting complex Ila protein; 



[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



206722 

LIB3120-005-Q1-K1-H10 

BLASTN 

g4220640 

34 



28361 



E value 
Match length 
% identity 
NCBI Description 



2.0e-09 

69 

53 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPE11, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206723 

LIB3120-005-Q1-K1-H9 

BLASTX 

g2244813 

144 

4.0e-09 

48 

60 

(Z97336) acylaminoacyl-peptidase homolog [Arabidopsis 
thaliana] 

206724 

LIB3120-006-Q1-K1-A10 

BLASTX 

gll5471 

543 

8.0e-56 

121 

83 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_GAA367 92_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 

206725 

LIB3120-006-Q1-K1-A2 

BLASTX 

g289920 

479 

2.0e-48 

107 

87 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206726 

LIB3120-006-Q1-K1-A4 

BLASTX 

g3335378 

124 

3.0e-09 

71 

52 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



206727 

LIB3120-006-Q1-K1-A5 

BLASTX 

g3281846 

185 



28362 




E value 


8.0e-14 


Match length 


124 


% identity 


40 


NCBI Description 


(AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 


Seq. No, 


206728 


Seq. ID 


LIB3120-006-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2980793 


BLAST score 




E value 


6.0e-17 


Match length 


74 


% identity 


59 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana] 


Seq. No. 


206729 


Seq. ID 


LIB3120-006-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3334112 


BLAST score 


299 


E value 


4 . 0e-27 


Match length 


82 


% identity 


70 


NCBI Description 


ACYL-COA- BINDING PROTEIN (ACBP) >gi_1938236_emb_CAA70200_ 


(Y08996) acyl-CoA-binding protein [Ricinus communis] 


Seq. No. 


206730 


Seq. ID 


LIB3120-006-Q1-K1-B6 


Method 


BLASTN 


NCBI GI 


gl67366 


BLAST score 


101 


E value 


4.0e-50 


Match length 


133 


% identity 


94 


NCBI Description 


Gossypium hirsutum peroxidase mRNA, complete cds 


Seq. No. 


206731 


Seq. ID 


LIB3120-006-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


169 


E value 


o . Oe-12 


Match length 


60 


% identity 


63 


NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


206732 


Seq. ID 


LIB3120-006-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


325 


E value 


2.0e-30 


Match length 


109 


% identity 


63 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 



28363 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206733 

LIB3120-006-Q1-K1-C10 

BLASTX 

gll81599 

393 

3.0e-38 

105 

74 

(D83007) subunit of photosystem I 



[Cucumis sativus] 



206734 

LIB3120-006-Q1-K1-C12 

BLASTX 

gll70568 

501 

5.0e-51 

108 

91 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_2147316_pir S60302 D-myo-inositol-3-phosphate synthase 

(EC 5.5.1.4) - Spirodela polyrrhiza 
>gi_558648_emb_CAA77751_ (Z11693) 

D-myo-inositol-3-phosphate synthase [Spirodela polyrrhiza] 
206735 

LIB3120-006-Q1-K1-C3 

BLASTX 

g!15833 

483 

8.0e-49 

120 

78 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 



Seq. No. 


206736 


Seq. ID 


LIB3120-006-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2695931 


BLAST score 


227 


E value 


8.0e-19 


Match length 


50 


% identity 


82 


NCBI Description 


(AJ222779) hypothetical protein 


Seq. No. 


206737 


Seq. ID 


LIB3120-006-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3334405 


BLAST score 


552 


E value 


7.0e-57 


Match length 


118 


% identity 


96 


NCBI Description 


VACUOLAR ATP SYNTHASE SUBUNIT E 



>gi_2267583 (AF009338) vacuolar 



(V-ATPASE 
H+-ATPase 



E SUBUNIT) 
subunit E 



28364 



[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206738 

LIB3120-006-Q1-K1-D11 

BLASTX 

g2244749 

625 

2.0e-65 

141 
84 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
206739 

LIB3120-006-Q1-K1-D12 

BLASTX 

g82188 

430 

2.0e-42 

123 

73 

photosystem II oxygen-evolving complex protein 2 precursor 
- common tobacco (fragment), >gi_198 96_emb_CAA41713_ 
(X58910) photosystem II 23 kba polypeptide [Nicotiana 
tabacum] 

206740 

LIB3120-006-Q1-K1-D6 

BLASTX 

g2266947 

329 

7.0e-31 

94 

71 

(AF008939) phosphoenolpyruvate carboxylase 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206741 

LIB3120-006-Q1-K1-E1 

BLASTX 

gl352821 

403 

2.0e-39 

81 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_embjCAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



206742 

LIB3120-006-Q1-K1-E3 

BLASTX 

g20729 

366 

5.0e-35 
98 



28365 



% identity 

NCBI Description 



74 

(X15190) 



precursor {AA -68 to 337) [Pisum sativum] 



Seq. No. 


206743 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g4455345 


BLAST score 


452 


E value 


3.0e-45 


Match length 


99 


% identity 


92 


NCBI Description 


(AL035522) putative protein [Arabidopsis thaliana] 


Seq. No. 


206744 


Seq. ID 


LIBol2U-UU b-yi-iS-l-c lu 


Method 


BLASTX 


NCBI GI 


g3172538 


BLAST score 


213 


E value 


5.0e-17 


Match length 


54 


% identity 


78 


NCBI Description 


(AF067789) t SNARE AtTLG2p [Arabidopsis thaliana] 


Seq. No. 


206745 


Seq. ID 


LIB3120-0Uo-Ql-Kl-£ Z 


Method 


BLASTX 


NCBI GI 


g3559814 


BLAST score 


487 


E value 


6.0e-50 


Match length 


122 


% identity 


89 


NCBI Description 


(Y15781) transketolase 1 [Capsicum annuum] 


Seq. No. 


206746 


Seq. ID 


x tt*»01 OA nA/T /"\ 1 Ty"1 T7' >1 

LIB3120-006-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


483 


E value 


9.0e-49 


Match length 


129 


% identity 


77 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 


Seq. No. 


206747 


Seq. ID 


LIB3120-006-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3420050 


BLAST score 


261 


E value 


1.0e-22 


Match length 


102 


% identity 


55 


NCBI Description 


(AC004680) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



206748 

LIB3120-006-Q1-K1-F6 

BLASTX 

g289920 



28366 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



595 

6.0e-62 

112 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206749 

LIB3120-006-Q1-K1-F8 
BLASTX 
gl352821 
178 

2.0e-13 
56 
62 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir_ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



Sea No 


206750 


Sea. ID 


LIB3120-006-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g!773330 


BLAST score 


379 


E value 


1.0e-36 


Match length 


100 


% identity 


76 


NCBI Description 


(U80071) glycolate oxidase [Mesembryanthemum crystall 


Seq. No. 


206751 


Seq. ID 


LIB3120-006-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3914442 


BLAST score 


404 


E value 


1.0e-39 


Match length 


102 


% identity 


78 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 


(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 




>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 


Seq. No. 


206752 


Seq. ID 


LIB3120-006-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gll5794 


BLAST score 


441 


E value 


4.0e-44 


Match length 


94 



% identity 

NCBI Description 



91 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



28367 



Seq. No. 206753 
Seq. ID LIB3120-006-Q1-K1-G6 
Method BLASTX 
NCBI GI g2501578 
BLAST score 221 
E value 2.0e-33 
Match length 117 
% identity 76 

NCBI Description ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 






206754 


Seq. ID 


LIB3120-006-Q1-K1-H12 


Method 


BLASTX 


MpRT (IT 


g3510256 




171 


Hi value 


9 Oe-12 


Ma - hr , h T on rr"h 1"i 
ria Lou iciiy Lii 


82 


9- T T^l "f~ T 4" "t T 

% luenticy 




NUrJl uescriptiun 


i amnR^I C\) unknown nr< 


Se^cr No. 


206755 


Seq. ID 


LIB3120-006-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g20733 


BLAST score 


466 


E value 


8.0e-47 


Match length 


126 


% identity 


73 


NCBI Description 


(X15188) precursor C- 




[Pisum sativum] 


Seq. No. 


206756 


Seq. ID 


LIB3120-006-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g625546 


BLAST score 


409 


E value 


5.0e-40 


Match length 


124 


% identity 


66 



(AA -80 to 367) 



NCBI Description 



photosystem II oxygen-evolving complex protein 2 precursor 
- common tobacco >gi_417604_emb_CAA45699_ (X64347) 23 kDa 
polypeptide of water-oxidizing complex of photosystem II 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206757 

LIB3120-006-Q1-K1-H8 

BLASTX 

gl370194 

182 

1.0e-13 

51 

75 

(Z73946) RAB8C [Lotus japonicus] 



28368 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206758 

LIB3120-007-Q1-K1-A1 

BLASTX 

g2764574 

314 

3.0e-29 

93 

67 

(AJ001009) pore protein of 



24 kD (OEP24) [Pisum sativum] 



206759 

LIB3120-007-Q1-K1-A12 

BLASTX 

g4455226 

196 

4.0e-15 

108 
44 

(AL035440) putative protein [Arabidopsis thaliana] 
206760 

LIB3120-007-Q1-K1-A2 

BLASTX 

gl20657 

138 

7.0e-14 

58 

72 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024 j?ir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_7 63035_emb_CAA33455__ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

206761 

LIB3120-007-Q1-K1-A4 

BLASTX 

g2129538 

207 

2.0e-16 

45 
87 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

206762 

LIB3120-007-Q1-K1-A5 

BLASTX 

g3929651 

427 

3.0e-42 

95 

87 

(AJ131206) microbody NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 



28369 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206763 

LIB3120-007-Q1-K1-A6 

BLASTX 

g2853219 

535 

9.0e-55 

126 
77 

(AJ000923) glutathione transferase [Carica papaya] 
206764 

LIB3120-007-Q1-K1-B1 

BLASTX 

gll4643 

152 

3.0e-ll 

52 
80 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67879_pir PWSPG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - spinach 
>gi_21238_emb_CAA35158_ (X17257) gamma- subun it of 
chloroplast ATP synthase [Spinacia oleracea] 
>gi_531111_emb_CAA53734_ (X76131) gamma subunit of the 
chloroplast ATP synthase [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 



206765 

LIB3120-007-Q1-K1-B10 
BLASTX 



NCBI GI 


gl053093 


BLAST score 


665 


E value 


5.0e-70 


Match length 


143 


% identity 


87 


NCBI Description 


(U38550) zeta-< 




thaliana] 


Seq. No. 


206766 


Seq. ID 


LIB3120-007-Q1 


Method 


BLASTX 


NCBI GI 


gl350548 


BLAST score 


245 


E value 


8.0e-21 


Match length 


111 


% identity 


44 


NCBI Description 


(L47609) heat 


Seq. No. 


206767 


Seq. ID 


LIB3120-007-Q1 


Method 


BLASTX 


NCBI GI 


gl703108 


BLAST score 


292 


E value 


3.0e-48 


Match length 


96 


% identity 


100 


NCBI Description 


ACTIN 2/7 >gi 



[Picea glauca] 



S71210 actin 2 - Arabidopsis 



28370 




thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 


206768 


Seq. ID 


LIB3120-007-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


436 


E value 


4.0e-43 


Match length 


93 


% identity 


87 


NCBI Description 


(AF067185) aquaporin 


Seq. No. 


206769 


Seq. ID 


LIB3120-007-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3183185 


BLAST score 


299 


E value 


4.0e-27 


Match length 


148 


% identity 


35 



2 [Samanea saman] 



NCBI Description 



GTP-BINDING PROTEIN TYPA/BIPA HOMOLOG 
>gi_2224766_emb__CAB09712_ (Z97025) product highly similar 
to elongation factor EF-G [Bacillus subtilis] 
>gi_2633848_emb_CAB13350_ (Z99111) similar to GTP-binding 
elongation factor [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206770 

LIB3120-007-Q1-K1-B8 

BLASTX 

g3021485 

143 

4.0e-09 

41 

71 

(AJ224932) histone H2B-3 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206771 

LIB3120-007-Q1-K1-C10 

BLASTX 

g3023752 

275 

2.0e-24 
100 
58 

FERREDOXIN I 
ferredoxin-I 



PRECURS OR >gi_l 41898 2_emb_CAA9 9 7 5 6_ 
[Lycopersicon esculentum] 



(Z75520) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



206772 

LIB3120-007-Q1-K1-C11 

BLASTX 

gl20659 

511 

6.0e-54 
143 



28371 




% identity 73 

NCBI Description GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 

>gi_81721_pir B247 96 giyceraldehyde-3-phosphate 

dehydrogenase (NADP+) (phosphorylating) (EC 1.2.1.13), 
chloroplast - white mustard (fragment) 

>gi_829288_emb__CAA27845_ (X04302) chloroplast GAPDH (233aa) 
[Sinapis alba] 

206773 

LIB3120-007-Q1-K1-C3 
BLASTX 
g2764589 
201 

1.0e-15 

85 
49 

(AJ001046) eukaryotic initiation factor 4 gamma [Homo 
sapiens] 

Seq. No. 206774 

Seq. ID LIB3120-007-Q1-K1-C4 

Method BLASTX 

NCBI GI g289920 

BLAST score 580 

E value 3.0e-60 

Match length 111 

% identity 97 

NCBI Description (L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 


206775 


Seq. ID 


LIB3120-007-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl621268 


BLAST score 


150 


E value 


9.0e-10 


Match length 


32 


% identity 


88 


NCBI Description 


(Z81012) unknown [Ricinus communis] 


Seq. No. 


206776 


Seq. ID 


LIB3120-007-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


261 


E value 


9.0e-23 


Match length 


118 


% identity 


42 


NCBI Description 


(AL021711) putative protein [Arabidops 


Seq. No. 


206777 


Seq. ID 


LIB3120-007-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl31772 


BLAST score 


362 


E value 


1.0e-34 


Match length 


86 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28372 



% identity 

NCBI Description 



87 

4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 

maize 



(clone MCH1) - 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206778 

LIB3120-007-Q1-K1-C9 

BLASTX 

gl352821 

393 

2.0e-38 

82 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

206779 

LIB3120-007-Q1-K1-D10 

BLASTX 

gl352821 

568 

1.0e-58 

108 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581j?ir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

206780 

LIB3120-007-Q1-K1-D11 

BLASTX 

g282865 

624 

2.0e-65 

122 
94 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 

206781 

LIB3120-007-Q1-K1-D12 

BLASTN 

gl8511 

383 

0.0e+00 

423 

98 

G. hirsutum light regulated unknown reading frame DNA 



Seq. No. 



206782 



28373 



Seq. ID 


LIB3120-007-Q1-K1-D2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


206783 


Seq. ID 


LIB3120-007-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3123745 


BLAST score 


239 


E value 


2.0e-20 


Match length 


70 


% identity 


67 


NCBI Description 


(AB013447) aluminum-induced [Brassica napus 


Seq. No. 


206784 


Seq. ID 


LIB3120-007-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3738320 


BLAST score 


387 


E value 


2. Oe-37 


Match length 


140 


% identity 


53 


NCBI Description 


(AC005170) putative cinnamoyl CoA reductase 




thaliana] 


Seq. No. 


206785 


Seq. ID 


LIB3120-007-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gll9748 


BLAST score 


638 


E value 


7.0e-67 


Match length 


135 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_67241_pir PASPY f ructose-bisphosphatase (EC 3.1.3.11), 

cytosolic - spinach >gi_21245_emb_CAA438 60_ (X61690) 
fructose-bisphosphatase [Spinacia oleracea] 

206786 

LIB3120-007-Q1-K1-E12 

BLASTX 

g478318 

204 

5.0e-16 

85 
53 

immunophilin p59 - mouse >gi_410499__emb_CAA50231_ (X70887) 
p59 immunophilin [Mus musculus] 



Seq. No. 
Seq. ID 



206787 

LIB3120-007-Q1-K1-E5 



28374 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2506443 

180 

3.0e-13 

85 
56 

GLYCERALDEHYDE 3- PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13} A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885__emb__CAA6681€_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206788 

LIB3120-007-Q1-K1-E6 

BLASTX 

gl644289 

214 

1.0e-17 

42 
98 

(X95727) chlorophyll a/b-binding protein CP26 in PS II 
[Brassica juncea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206789 

LIB3120-007-Q1-K1-E7 

BLASTX 

gl352821 

584 

1.0e-60 

110 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206790 

LIB3120-007-Q1-K1-E8 

BLASTX 

g2341024 

148 

2.0e-09 

58 

52 

(AC000104) F19P19.1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID *' 
Method 
NCBI GI 
BLAST score 
E value 



206791 

LIB3120-007-Q1-K1-F1 

BLASTX 

g2191138 

196 

5.0e-15 



28375 



Match length 

% identity 

NCBI Description 



104 
45 

(AF007269) 
thaliana] 



A IG002N01.18 gene product [Arabidopsis 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



206792 

LIB3120-007-Q1-K1-F2 

BLASTX 

g3080401 

233 

2.0e-19 

64 
66 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455265_emb_CAB36801.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 

206793 

LIB3120-007-Q1-K1-F3 

BLASTX 

g3915095 

475 

9.0e-48 

113 

82 

TRANS -CINNAMATE 4 -MONOOXYGENASE (CINNAMIC ACID 
4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_1526537_dbj_BAA13414_ (D87520) cytochrome P450 
(CYP73A14) [Glycyrrhiza echinata] 

206794 

LIB3120-007-Q1-K1-F5 

BLASTX 

gl498332 

715 

7.0e-76 

145 

96 

(U60499) actin [Glycine max] 
206795 

LIB3120-007-Q1-K1-F8 

BLASTX 

g82188 

500 

1.0e-50 

146 

67 

photosystem II oxygen-evolving complex protein 2 precursor 
- common tobacco (fragment) >gi_198 96_emb_CAA41713_ 
(X58910) photosystem II 23 kDa polypeptide [Nicotiana 
tabacum] 

206796 

LIB3120-007-Q1-K1-G2 

BLASTX 

g282865 



28376 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



575 

2.0e-59 

135 

82 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206797 

LIB3120-007-Q1-K1-G7 

BLASTX 

gl31166 

400 

6.0e-39 

125 

66 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 

(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) >gi_82100_pir S00449 

photosystem I chain II precursor - tomato >gi__170492 
(M21344) photosystem I subunit II protein precursor 

[Lycopersicon esculentum] >gi_226544__prf 1601516A 

photosystem I reaction center II [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206798 

LIB3120-007-Q1-K1-G9 

BLASTX 

gl709651 

109 

2.0e-10 

104 

39 

PLASTOCYANIN A PRECURSOR >gi_2117431_pir S58209 

plastocyanin a precursor - black poplar 
>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a 
nigra] 



[Populus 



Seq. No. 


206799 


Seq. ID 


LIB3120-007-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3885896 


BLAST score 


329 


E value 


9.0e-31 


Match length 


67 


% identity 


90 


NCBI Description 


(AF093636) plastocyanin precursor [Oryza sativa] 


Seq. No. 


206800 


Seq. ID 


LIB3120-007-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl!99772 


BLAST score 


339 


E value 


8.0e-32 


Match length 


131 


% identity 


58 


NCBI Description 


(D83226) extensin like protein [Populus nigra] 




>gi_1199774_dbj_BAA11855_ (D83227) extensin like 



28377 



[Populus nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206801 

LIB3120-008-Q1-K1-A10 

BLASTX 

gll5471 

241 

2.0e-20 

65 

68 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi__100078jpir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb__CAA36792_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206802 

LIB3120-008-Q1-K1-A3 

BLASTX 

g625547 

312 

1.0e-28 

101 

51 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_4 93723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206803 

LIB3120-008-Q1-K1-A4 

BLASTX 

g!31397 

279 

6.0e-25 

123 

53 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206804 

LIB3120-008-Q1-K1-A5 

BLASTX 

g2565275 

574 

2.0e-59 

121 

85 

(AF023611) Dimlp homolog [Homo sapiens] 



Seq. No. 
Seq. ID 



206805 

LIB3120-008-Q1-K1-A6 



28378 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3953473 

178 

5.0e-13 

89 

51 

(AC002328) F2202.18 [Arabidopsis thaliana] 
206806 

LIB3120-008-Q1-K1-A7 

BLASTX 

gl352821 

437 

5.0e-64 

150 

81 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

206807 

LIB3120-008-Q1-K1-A9 

BLASTX 

gl67367 

754 

2.0e-80 

142 

99 

(L08199) peroxidase [Gossypium hirsutum] 
206808 

LIB3120-008-Q1-K1-B11 

BLASTX 

g2879867 

411 

2.0e-40 

115 

68 

(AL021816) 
pombe] 



40s ribosomal protein S17 [Schizosaccharomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206809 

LIB3120-008-Q1-K1-B2 

BLASTX 

gl352821 

562 

5.0e-58 

108 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



28379 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206810 

LIB3120-008-Q1-K1-B4 

BLASTX 

g4417279 

228 

8.0e-19 

69 

62 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
206811 

LIB3120-008-Q1-K1-B6 

BLASTX 

g4406372 

268 

1.0e-23 

100 

56 

(AF109156) thiosulfate sulfurtransf erase [Datisca 
glomerata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206812 

LIB3120-008-Q1-K1-B7 

BLASTX 

g4115357 

331 

6.0e-31 

120 

56 

(AC005957) hypothetical protein [Arabidopsis thaliana] 
206813 

LIB3120-008-Q1-K1-C1 

BLASTX 

g462187 

701 

3.0e-74 

139 

96 

SERINE HYDROXYMETHYLTRANS FERASE , MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANS FERASE) 
(SHMT) >gi_282928_pir A42906 serine 

hydroxymethyltransferase - garden pea >gi_169158 (M87649) 
serine hydroxymethyltransferase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206814 

LIB3120-008-Q1-K1-C11 

BLASTX 

g68200 

317 

2.0e-29 

86 

78 

fructose-bisphosphate aldolase (EC 4.1.2.13) 
chloroplast - spinach >gi_22633_emb_CAA47293_ 



precursor, 
(X66814) 



fructose-bisphosphate aldolase [Spinacia oleracea] 



28380 



Seq. No. 206815 

Seq. ID LIB3120-008-Q1-K1-C12 

Method BLASTX 

NCBI GI g2827888 

BLAST score 196 

E value 4.0e-15 

Match length 92 

% identity 51 

NCBI Description (AF016621) ATP-dependent Clp protease proteolytic subunit 
[Arabidopsis thaliana] 

Seq. No. 206816 

Seq. ID LIB3120-008-Q1-K1-C2 

Method BLASTX 

NCBI GI g!352821 

BLAST score 524 

E value 2.0e-53 

Match length 111 

% identity 86 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

Seq. No. 206817 

Seq. ID LIB3120-008-Q1-K1-C4 

Method BLASTX 

NCBI GI gll68408 

BLAST score 503 

E value 5.0e-51 

Match length 131 

% identity 77 

NCBI Description FRUCTOSE-BIS PHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi 2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.172.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
fructose-1, 6 -bisphosphate aldolase [Pisum sativum] 

Seq. No. 206818 

Seq. ID LIB3120-008-Q1-K1-C7 

Method BLASTX 

NCBI GI g4210948 

BLAST score 488 

E value 2.0e-49 

Match length 98 

% identity 95 

NCBI Description (AF085275) DnaJ protein [Hevea brasiliensis] 

Seq. No. 206819 

Seq. ID LIB3120-008-Q1-K1-C8 

Method BLASTX 

NCBI GI g3288821 

BLAST score 444 

E value 3.0e-44 

Match length 103 

% identity 83 

NCBI Description (AF063901) alanine : glyoxylate aminotransferase; 



28381 




transaminase [Arabidopsis thaliana] 



Seq. No. 


206820 


Seq. ID 


LIB3120-008-Q1-K1-D1 


Method 




NCBI GI 


g2832669 


BLAST score 


141 


E value 


1.0e-08 


Match length 


71 


% identity 


48 


NCBI Description 


(AL021712) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


206821 


Seq. ID 


LIB3120-008-Q1-K1-D10 


Metnoa 


T2T 7\ O T" V 


NCBI GI 


g20729 


BLAST score 


436 


E value 


3.0e-43 


Match length 


118 


% identity 


75 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 


Seq. No. 


206822 


Seq. ID 


LIB3120-008-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3107905 


BLAST score 


384 


E value 


3.0e-37 


Match length 


122 


% identity 


18 


NCBI Description 


(D85101) leaf protein [Ipomoea nil] 


Seq. No. 


206823 


Seq. ID 


LIB3120-008-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl754795 


BLAST score 


652 


E value 


1.0e-68 


Match length 


127 


% identity 


89 


NCBI Description 


(U59477) omega-3 fatty acid desaturase [Perilla frutescens 


Seq. No. 


206824 


Seq. ID 


LIB3120-008-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl718097 


BLAST score 


341 


E value 


1.0e-33 


Match length 


119 


% identity 


59 


NCBI Description 


VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 


(41 KD ACCESSORY PROTEIN) (DVA41) >gi_62604 8_pir A55016 




lysosomal membrane protein DVA41 - slime mold 




(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 




ATPase subunit DVA41 [Dictyostelium discoideum] 


Seq. No. 


206825 



28382 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-008-Q1-K1-D4 

BLASTX 

g4115379 

344 

2.0e-32 

102 

66 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206826 

LIB3120-008-Q1-K1-D5 

BLASTX 

g2623246 

244 

5.0e-21 

90 

61 

(AF030709) poly(A) polymerase [Pisum sativum] 
206827 

LIB3120-008-Q1-K1-D6 

BLASTX 

gl439609 

542 

1.0e-55 

109 

99 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206828 

LIB3120-008-Q1-K1-D8 

BLASTX 

g2507458 

203 

6.0e-16 

106 

37 

THIOREDOXIN M-TYPE PRECURSOR (TRX-M) >gi_814 91_pir S204 96 

thioredoxin m precursor - spinach >gi_21348_emb_CAA35826_ 
(X51462) thioredoxin M precursor (AA -67 to 114) [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



206829 

LIB3120-008-Q1-K1-D9 

BLASTX 

g2339978 

534 

1.0e-54 

139 

75 

(Y11336) RGA1 protein [Arabidopsis thaliana] 
206830 

LIB3120-008-Q1-K1-E10 
BLASTN 



28383 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2618602 
41 

1.0e-13 

126 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



206831 

LIB3120-008-Q1-K1-E2 

BLASTX 

g4415994 

479 

2.0e-48 

109 

84 

(AF059289) beta-tubulin 3 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



[Eleusine indica] 



206832 

LIB3120-008-Q1-K1-E7 

BLASTX 

g2982432 

330 

5.0e-31 

76 

79 

(AL022224) putative protein [Arabidopsis thaliana] 
206833 

LIB3120-008-Q1-K1-E8 

BLASTX 

gl352821 

527 

6.0e-54 

102 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

206834 

LIB3120-008-Q1-K1-F12 

BLASTX 

gl431629 

272 

4.0e-24 

72 
71 

(X99348) pectinacetylesterase precursor [Vigna radiata] 
206835 

LIB3120-008-Q1-K1-F2 

BLASTX 

g231610 

356 



28384 



E value 
Match length 
% identity 
NCBI Description 



8.0e-34 

118 

65 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 
>gi_67880_pir_PWNTG H+-transporting ATP synthase (EC 
3.6,1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206836 

LIB3120-008-Q1-K1-F3 

BLASTX 

g!928981 

514 

2.0e-52 

108 

94 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206837 

LIB3120-008-Q1-K1-F5 

BLASTN 

g3242700 

4'2 

2.0e-14 

94 

86 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


206838 


Seq. ID 


LIB3120-008-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2578440 


BLAST score 


192 


E value 


1.0e-14 


Match length 


141 


% identity 


35 


NCBI Description 


(X67425) pectinesterase 


Seq. No. 


206839 


Seq. ID 


LIB3120-008-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4210948 


BLAST score 


486 


E value 


4.0e-49 


Match length 


103 


% identity 


89 


NCBI Description 


(AF085275) DnaJ protein 


Seq. No. 


206840 


Seq. ID 


LIB3120-008-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2894603 


BLAST score 


201 


E value 


1.0e-15 



28385 




Match length 105 

% identity 39 

NCBI Description (AL021889) putative protein [Arabidopsis thaliana] 

Seq. No, 206841 

Seq. ID LIB3120-008-Q1-K1-G12 

Method BLASTX 

NCBI GI g3413705 

BLAST score 519 

E value 4.0e-53 

Match length 111 

% identity 91 

NCBI Description (AC004747) putative glycine dehydrogenase [Arabidopsis 
thaliana] 

Seq. No. 206842 

Seq. ID LIB3120-008-Q1-K1-G2 

Method BLASTX 

NCBI GI g3337361 

BLAST score 436 

E value 2.0e-43 

Match length 118 

% identity 66 

NCBI Description (AC004481) ankyrin-like protein [Arabidopsis thaliana] 

Seq. No. 206843 

Seq. ID LIB3120-008-Q1-K1-G3 

Method BLASTX 

NCBI GI g289920 

BLAST score 587 

E value 5.0e-61 

Match length 113 

% identity 98 

NCBI Description (L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206844 

LIB3120-008-Q1-K1-G6 

BLASTX 

g4545262 

239 

4.0e-20 

44 

100 

(AF118230) 
hirsutum] 



metallothionein-like protein [Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206845 

LIB3120-008-Q1-K1-G7 

BLASTX 

g303736 

297 

4.0e-27 

62 

94 

(D12541) GTP-binding protein [Pisum sativum] 
>gi_738934_prf 2001457B GTP-binding protein [Pisum 



28386 



sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206846 

LIB3120-008-Q1-K1-H1 

BLASTX 

g3914605 

240 

2.0e-20 

82 

65 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206847 

LIB3120-008-Q1-K1-H10 

BLASTX 

gl352821 

400 

5.0e-39 

83 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206848 

LIB3120-008-Q1-K1-H12 

BLASTX 

g505482 

345 

9.0e-33 

97 

77 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206849 

LIB3120-008-Q1-K1-H2 

BLASTX 

g2894611 

228 

8.0e-19 

81 

62 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



206850 

LIB3120-008-Q1-K1-H3 

BLASTX 

gl352821 

592 



28387 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-61 

130 
91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

206851 

LIB3120-008-Q1-K1-H6 

BLAST N 

g3821780 

36 

1.0e-10 

37 

61 

Xenopus laevis cDNA clone 27A6-1 
206852 

LIB3120-008-Q1-K1-H7 

BLASTX 

g3202030 

452 

4.0e-45 

137 

68 

(AF069318) geranylgeranyl hydrogenase [Mesembryanthemum 
crystallinum] 

206853 

LIB3120-008-Q1-K1-H8 

BLASTX 

g2353171 

190 

2.0e-14 

82 
55 

(AF015542) sigma factor 1 [Arabidopsis thaliana] 
>gi_2443408_dbj_BAA22421_ (D89993) SigA [Arabidopsis 
thaliana] >gi_2558514_emb_CAA7 4 640_ (Y14252) plastid RNA 
polymerase sigma factor [Arabidopsis thaliana] 

206854 

LIB3120-009-Q1-K1-A10 

BLASTX 

g!352821 

535 

8.0e-55 

99 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



28388 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206855 

LIB3120-009-Q1-K1-A12 

BLASTX 

g2239083 

170 

5.0e-12 

103 
45 

(Z84383) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_2239087_emb_CAB06429_ (Z84385) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206856 

LIB3120-009-Q1-K1-A2 

BLASTX 

g4567260 

523 

2.0e-53 

117 

81 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206857 

LIB3120-009-Q1-K1-A3 

BLASTX 

g!084321 

421 

2.0e-41 

117 

68 

protochlorophyllide reductase (EC 1.3.1.33) - cucumber 
>gi_2244614_dbj_BAA21089_ (D50085) 

NADPH-protochlorophyllide oxidoreductase [Cucumis sativus] 



Seq. No. 


206858 


Seq. ID 


LIB3120-009-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


545 


E value 


6.0e-56 


Match length 


136 


% identity 


82 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, 


Seq. No. 


206859 


Seq. ID 


LIB3120-009-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl!81599 


BLAST score 


369 


E value 


2.0e-35 


Match length 


109 


% identity 


68 


NCBI Description 


(D83007) subunit of photosystem 


Seq. No. 


206860 



CHLOROPLAST PRECURSOR 



I [Cucumis sativus] 



28389 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-009-Q1-K1-B1 

BLASTX 

g68200 

553 

5.0e-57 

137 
82 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

206861 

LIB3120-009-Q1-K1-B12 

BLASTX 

gl352821 

563 

4.0e-58 

108 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBQNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

206862 

LIB3120-009-Q1-K1-B2 

BLASTX 

g4091810 

516 

1.0e-52 

134 
72 

(AF053345) fatty acid elongase 3-ketoacyl-CoA synthase 1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206863 

LIB3120-009-Q1-K1-B3 

BLASTX 

g20729 

298 

4.0e-27 

108 

61 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 
206864 

LIB3120-009-Q1-K1-B5 

BLASTX 

g4455208 

330 

9.0e-31 

81 
75 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 



206865 



28390 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-009-Q1-K1-B6 

BLASTX 

gl352821 

229 

5.0e-19 

100 

53 ^ 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206866 

LIB3120-009-Q1-K1-C10 

BLASTX 

gl20661 

591 

2.0e-61 

127 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 



Seq. No. 


206867 


Seq. ID 


LIB3120-009-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3252807 


BLAST score 


248 


E value 


3.0e-21 


Match length 


98 


% identity 


52 


NCBI Description 


(AC004705) hypothetical prot< 


Seq. No. 


206868 


Seq. ID 


LIB3120-009-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl709651 


BLAST score 


202 


E value 


6.0e-16 


Match length 


95 


% identity 


46 


NCBI Description 


PLASTOCYANIN A PRECURSOR >gi 



17431_pir S58209 

plastocyanin a precursor - black poplar 
>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206869 

LIB3120-009-Q1-K1-C2 

BLASTX 

g4325369 

541 

1.0e-55 

130 

76 

(AF128396) T3H13.3 gene product [Arabidopsis thaliana] 



28391 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206870 

LIB3120-009-Q1-K1-C3 

BLASTX 

gl352821 

546 

4.0e-56 

104 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206871 

LIB3120-009-Q1-K1-C4 

BLASTN 

g289371 

33 ' 

3.0e-09 

33 

100 

Brassica napus serine/threonine protein kinase 
complete cds 



(BSK1) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206872 

LIB3120-009-Q1-K1-C5 

BLASTX 

g289920 

177 

4.0e-13 

62 
61 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypium 



Seq. No. 


206873 


Seq. ID 


LIB3120-009-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl019946 


BLAST score 


302 


E value 


4.0e-33 


Match length 


88 


% identity 


85 


NCBI Description 


(U37060) ascorbate peroxidase [Gossypium hirsutum] 


Seq. No. 


206874 


Seq. ID 


LIB3120-009-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2117937 


BLAST score 


253 


E value 


2.0e«33 


Match length 


135 


% identity 


63 


NCBI Description 


UTP — glucose-l-phosphate uridylyltransf erase (EC 2. 



barley >gi_1212996_emb_CAA62 68 9_ (X91347) 



7.7.9) 

UDP-glucose 



28392 



CI 

pyrophosphorylase [Hordeum vulgare] 



Seq. No. 


206875 


Seq. ID 


LIB3120-009-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2388580 


BLAST score 


168 


E value 


5.0e-12 


Match length 


98 


% identity 


45 


NCBI Description 


(AC000098) Similar to Sequence 10 from patent 5477002 




(gb_1253956) . [Arabidopsis thaliana] 


Seq. No. 


206876 


Seq. ID 


LIB3120-009-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2129672 


BLAST score 


124 


E value 


*t n ^ no 

1 . Ue-l)o 


Match length 


111 


% identity 


51 


NCBI Description 


photosystem II reaction center protein, 6. IK - Arabidops 




thaliana >gi_950023_emb_CAA62296_ (X90769) component of 




kDa polypeptide of photosystem II reaction center 




[Arabidopsis thaliana] 


Seq. No. 


206877 


Seq. ID 


LIB3120-009-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl931639 


BLAST score 


172 


E value 


3.0e-12 


Match length 


121 


% identity 


33 


NCBI Description 


(U95973) lysophospholipase isolog [Arabidopsis thaliana] 


Seq. No. 


206878 


Seq. ID 


LIB3120-009-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3218467 


BLAST score 


176 


E value 


1.0e-12 


Match length 


118 


% identity 


36 


NCBI Description 


(AJ006529) putative phosphatase [Gallus gallus] 


Seq. No. 


206879 


Seq. ID 


LIB3120-009-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2642217 


BLAST score 


193 


E value 


1.0e-14 


Match length 


72 


% identity 


57 


NCBI Description 


(AF030387) NOI protein [Oryza sativa] 


Seq. No. 


206880 



28393 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-009-Q1-K1-D8 

BLASTX 

gl00203 

200 

1.0e-15 

79 

58 

cysteine proteinase (EC 
>gi_ 19195 erab CAA78403 



3.4.22.-) precursor - tomato 
(Z14028) pre-pro-cysteine 



proteinase [Lycopersicon esculentum] 
206881 

LIB3120-009-Q1-K1-E1 

BLASTX 

g4454459 

178 

6.0e-13 

90 
51 

(AC006234) unknown protein [Arabidopsis thaliana] 
206882 

LIB3120-009-Q1-K1-E10 

BLASTX 

g3789952 

570 

6.0e-59 

117 

88 

(AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



206883 

LIB3120-009-Q1-K1-E11 

BLASTX 

g3319354 

298 

3.0e-27 

88 

72 

(AF077407) contains similarity to sugar transporters 
sugar_tr .hmm, score: 395.39) [Arabidopsis thaliana] 



(Pf am: 



206884 

LIB3120-009-Q1-K1-E12 

BLASTX 

g!15833 

445 

3.0e-44 

119 

74 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 



Seq. No. 



206885 



28394 



9 



Seq. ID 


LIB3120-009-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3808101 


BLAST score 


400 


E value 


4.0e-39 


Match length 


122 


% identity 


66 


NCBI Description 


(AJ012165) chloroplast protease [Capsicum annuum] 


Seq. No. 


206886 


Seq. ID 


LIB3120-009-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl31393 


BLAST score 


366 


E value 


4.0e-35 


Match length 


106 


% identity 


75 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(23 KD 

SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_100360_pir S15005 photosystem II oxygen-evolving 

complex protein 2 - common tobacco 

>gi_19911_emb_CAA39039.1_ (X55354) photosystem II 23kDa 
polypeptide [Nicotiana tabacum] 

206887 

LIB3120-009-Q1-K1-E8 

BLASTX 

g2129746 

225 

2.0e-18 

88 

56 

SUPERMAN protein - Arabidopsis thaliana >gi_1079669 
(U38946) SUPERMAN [Arabidopsis thaliana] 

>gi__1585427_prf 2124420A SUPERMAN gene [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206888 

LIB3120-009-Q1-K1-E9 

BLASTX 

g4096662 

139 

1.0e-18 

84 

69 

(U35026) 
hybrida] 



Rabl-like small GTP-binding protein [Petunia x 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206889 

LIB3120-009-Q1-K1-F1 

BLASTX 

g3281846 

248 

3.0e-21 

128 

42 

(AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 



28395 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206890 

LIB3120-009-Q1-K1-F10 

BLASTX 

gl352821 

372 

9.0e-36 

95 

75 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206891 

LIB3120-009-Q1-K1-F11 

BLASTX 

g4371296 

306 

5.0e-28 
63 
94 

(AC006260) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 


206892 


Seq. ID 


LIB3120-009-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2245118 


BLAST score 


349 


E value 


5.0e-33 


Match length 


118 


% identity 


56 


NCBI Description 


(Z97343) hypothetical 


Seq. No. 


206893 


Seq. ID 


LIB3120-009-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


547 


E value 


3.0e-56 


Match length 


105 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



206894 

LIB3120-009-Q1-K1-F3 

BLASTX 

g4406530 

321 

9.0e-30 
97 



28396 



0 • 



% identity 


73 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


206895 


Seq. ID 


LIB3120-009-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2894600 


BLAST score 


169 


E value 


5.0e-12 


Match length 


67 


% identity 


49 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana} 


Seq. No. 


206896 


Seq. ID 


LIB3120-009-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3928543 


BLAST score 


146 


E value 


3.0e-09 - 


Match length 


68 


% identity 


50 


NCBI Description 


(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 




thaliana] 


Seq. No. 


206897 


Seq. ID 


LIB3120-009-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


198 


E value 


2.0e-15 


Match length 


107 


% identity 


48 


NCBI Description 


(U55837) carbonic anhydrase [Populus tremula x Populus 




tremuloides] 


Seq. No. 


206898 


Seq. ID 


LIB3120-009-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2827755 


BLAST score 


272 


E value 


4.0e-24 


Match length 


95 


% identity 


62 


NCBI Description 


INORGANIC PYROPHOSPHATASE, VACUOLAR (PYROPHOSPHATE 




PHOSPHOHYDROLASE) (PPASE) >gi_951323 (U31467) 




pyrophosphatase [Vigna radiata] 


Seq. No. 


206899 


Seq. ID 


LIB3120-009-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


346 


E value 


1.0e-32 


Match length 


106 


% identity 


67 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 




28397 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206900 

LIB3120-009-Q1-K1-G12 

BLASTX 

gl352821 

503 

4.0e-51 

103 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206901 

LIB3120-009-Q1-K1-G2 

BLASTX 

g2832300 

426 

4.0e-42 

116 

72 

(AF044285) adenosine-5 f -phosphosulf ate-kinase [Catharanthus 
roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206902 

LIB3120-009-Q1-K1-G4 

BLASTX 

g2146746 

305 

7.0e-28 

72 

82 

protein kinase (EC 2. 



7.1.-) - Arabidopsis thaliana 



>gi_166819 (L05562) protein kinase [Arabidopsis thaliana] 
206903 

LIB3120-009-Q1-K1-G6 

BLASTX 

g68200 

315 

4.0e-29 

89 

76 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

206904 

LIB3120-009-Q1-K1-G8 

BLASTX 

g2529663 

302 

2.0e-27 

69 

78 

(AC002535) putative lysophospholipase [Arabidopsis 



28398 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value * ' 
Match length 
% identity 



thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

206905 

LIB3120-009-Q1-K1-G9 

BLASTX 

g2809246 

509 

8.0e-52 

117 

80 

(AC002560) F2401.15 [Arabidopsis thaliana] 
206906 

LIB3120-009-Q1-K1-H1 

BLASTX 

gl352821 

627 

1.0e-65 

118 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

206907 

LIB3120-009-Q1-K1-H10 

BLASTX 

g2244990 

445 

3.0e-44 

137 

71 

(Z97340) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 

206908 

LIB3120-009-Q1-K1-H11 

BLASTX 

g2754849 

171 

8.0e-17 

60 

71 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

206909 

LIB3120-009-Q1-K1-H12 

BLASTX 

g2565275 

330 

8.0e-31 

95 
65 



28399 



NCBI Description (AF023611) Dimlp homolog [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206910 

LIB3120-009-Q1-K1-H2 

BLASTX 

gl352821 

301 

2.0e-27 

112 

54 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206911 

LIB3120-009-Q1-K1-H3 

BLASTX 

g3914940 

362 

1.0e-34 

120 

64 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) { SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 
>gi_2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206912 

LIB3120-009-Q1-K1-H4 

BLASTX 

g3785990 

145 

4.0e-09 

86 
40 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
>gi_4220487 (AC006069) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206913 

LIB3120-009-Q1-K1-H5 

BLASTX 

gl688296 

265 

2.0e-23 

77 
71 

(U78297) plasma membrane intrinsic protein PIP3 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



206914 

LIB3120-009-Q1-K1-H8 

BLASTX 

gl213629 

540 



28400 



E value 
Match length 
% identity 
NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-55 

124 

78 

(X95991) pectinesterase [Prunus persica] 
206915 

LIB3120-010-Q1-K1-A1 

BLASTX 

g488573 

497 

2.0e-50 

99 

100 

(U09463) histone H3.2 [Medicago sativa] 
206916 

LIB3120-010-Q1-K1-A3 

BLASTX 

g289920 

723 

7.0e-77 

133 

99 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



206917 

LIB3120-010-Q1-K1-A5 

BLASTX 

gl352821 

597 

4.0e-62 

120 

97 

RIB0LOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

206918 

LIB3120-010-Q1-K1-A6 

BLASTX 

g3063695 

260 

1.0e-22 

71 

68 

(AL022537) hypothetical protein [Arabidopsis thaliana] 
206919 

LIB3120-010-Q1-K1-A7 

BLASTX 

gl352821 

638 

7.0e-67 
118 



28401 



.% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

206920 

LIB3120-010-Q1-K1-A8 

BLASTX 

gl21631 

244 

6.0e-21 

74 

66 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>gi_72323_pir KNNT2S glycine-rich protein 2 - wood tobacco 

>gi_19743_emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 
sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206921 

LIB3120-010-Q1-K1-B1 

BLASTX 

g2454633 

374 

7.0e-36 

114 

65 

(AF019561) glut amine synthetase; 



206922 

LIB3120-010-Q1-K1-B5 

BLASTX 

gl495366 

196 

2.0e-15 

82 
44 

(Z69370) nitrite transporter 



GS2 [Daucus carota] 



[Cucumis sativus] 



206923 

LIB3120-010-Q1-K1-B7 

BLASTX 

gll9905 

434 

6.0e-43 

135 

64 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 

>gi_81898_pir S04030 ferredoxin — NADP+ reductase (EC 

1.18.1.2) precursor - garden pea >gi_20722_emb_CAA30978_ 
(X1244 6) ferredoxin-NADH+ reductase preprotein (AA -52 to 

308) [Pisum sativum] >gi_226545_prf 1601517A ferredoxin 

NADP reductase [Arachis hypogaea] 



Seq. No. 
Seq. ID 



206924 

LIB3120-010-Q1-K1-BB 



28402 



Method 


BLASTX 


NCBI GI 


gl25887 


BLAST score 


167 


E value 


9.0e-12 


Match length 


93 


% identity 


44 


NCBI Description 


ANTHER 



>gi_295812_emb 
esculent urn] 



: LAT52 PROTEIN PRECURSOR 
_S047 65 LAT52 protein prec 
CAA33854 (X15855) LAT52 



:ursor - tomato 
[Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206925 

LIB3120-010-Q1-K1-C1 

BLASTX 

g!31397 

245 

8.0e-21 

116 

51 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

206926 

LIB3120-010-Q1-K1-C2 

BLASTX 

gl352821 

627 

1.0e-65 

119 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581 jpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

206927 

LIB3120-010-Q1-K1-C3 

BLASTX 

g3914605 

173 

2.0e-12 

100 

46 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



28403 



fl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206928 

LIB3120-010-Q1-K1-C4 

BLASTX 

g289920 

579 

5.0e-60 

119 

92 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 


206929 


Seq. ID 


LIB3120-010-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2317907 


BLAST score 




E value 


2.0e-56 


Match length 


134 


% identity 


81 


NCBI Description 


(U89959) Mago Nashi-like 


Seq. No. 


206930 


Seq. ID 


LIB3120-010-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


586 


E value 


9.0e-61 


Match length 


112 


% identity 


99 


NCBI Description 


(L07119) chlorophyll A/B 




hirsutum] 


Seq. No. 


206931 


Seq. ID 


LIB3120-010-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3288821 


BLAST score 


523 


E value 


2.0e-53 


Match length 


120 


% identity 


82 



NCBI Description 



(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206932 

LIB3120-010-Q1-K1-D3 

BLASTX 

g4103324 

611 

1.0e-63 

128 

93 

(AF022716) GDP-mannose pyrophosphorylase [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 
Method 



206933 

LIB3120-010-Q1-K1-D4 
BLASTX 



28404 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll70897 
524 

1.0e-53 

120 

86 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_107627 6_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi~695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206934 

LIB3120-010-Q1-K1-D6 

BLASTX 

g2088654 

448 

1.0e-44 

102 
85 

(AF002109) 60S acidic ribosomal protein P0 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206935 

LIB3120-010-Q1-K1-D8 

BLASTX 

g3080372 

601 

1.0e-62 

142 

76 

(AL022580) putative pectinacetylesterase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206936 

LIB3120-010-Q1-K1-E5 

BLASTX 

g3859570 

204 

5.0e-16 

54 

69 

(AF098753) unknown [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206937 

LIB3120-010-Q1-K1-E8 

BLASTX 

g99992 

161 

6.0e-ll 

60 

24 

protein disulf ide-isomerase (EC 5.3.4.1) precursor 
alfalfa (clone B2) >gi_166418 (M82973) putative 
endomembrane protein; putative [Medicago sativa] 



Seq. No. 
Seq. ID 

Method 



206938 

LIB3120-010-Q1-K1-F1 
BLASTX 



28405 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4210334 
661 

1.0e-69 

138 
92 

(AJ223804) 2-oxoglutarate dehydrogenase, E3 subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206939 

LIB3120-010-Q1-K1-F4 

BLASTX 

gll5833 

474 

1.0e-47 

117 

77 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206940 

LIB3120-010-Q1-K1-F5 

BLASTX 

g3885515 

388 

1.0e-37 

89 
82 

(AF084202) 
sativa] 



similar to ribosomal protein S26 [Medicago 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206941 

LIB3120-010-Q1-K1-F6 

BLASTN 

g2924257 

43 

2.0e-15 

47 

98 

Tobacco chloroplast genome DNA 
206942 

LIB3120-010-Q1-K1-F8 

BLASTX 

g4406530 

381 

1.0e-36 

126 

64 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



206943 

LIB3120-010-Q1-K1-G1 

BLASTX 

gll70567 

312 



28406 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-29 

65 

86 

MYO-INOS I T0L-1- PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 IN01 protein - Citrus paradisi 

>gi_602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 

206944 

LIB3120-010-Q1-K1-G2 

BLASTX 

g2829899 

167 

1.0e-ll 

127 
37 

(AC002311) similar to ripening-induced protein, 
gp__AJ001449_2465015 and major* latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

206945 

LIB3120-010-Q1-K1-G4 

BLASTX 

g542127 

281 

7.0e-34 

84 

81 

chlorophyll a/b-binding protein type lb, 20K chain 
precursor - barley (fragment) >gi_544702_bbs_143260 
(S68729) light -harvesting complex I, LHC I [Hordeum 
vulgare=barley, Prato, Peptide Chloroplast, 231 aa] 
[Hordeum vulgare] 

206946 

LIB3120-010-Q1-K1-G5 

BLASTX 

gl32794 

432 

1.0e-42 

109 

76 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L22 >gi_71288_pir R5NT22 

ribosomal protein L22 - common tobacco chloroplast 
>gi_11866_emb_CAA77382_ (Z00044) ribosomal protein L22 

[Nicotiana tabacum] >gi_225236_prf 1211235BU ribosomal 

protein L22 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206947 

LIB3120-010 

BLASTX 

gl66834 

638 

6.0e-67 
134 
89 

(M86720) 
activase 



■Q1-K1-G7 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



28407 



Rubisco activase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206948 

LIB3120-010-Q1-K1-H3 

BLASTX 

gl20661 

435 

4.0e-43 

90 
92 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 



Seq. No. 


206949 


Seq. ID 


LIB3120-010-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2702270 


BLAST score 


352 


E value 


2.0e-33 


Match length 


105 


% identity 


64 


NCBI Description 


(AC003033) unknown protein [Arab. 


Seq. No. 


206950 


Seq. ID 


LIB3120-010-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl31399 


BLAST score 


414 


E value 


1.0e-40 


Match length 


96 


% identity 


80 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE 



TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277__pir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206951 

LIB3120-010-Q1-K1-H6 

BLASTX 

g20729 

227 

7.0e-19 

66 

73 

(X15190) precursor (AA -68 to 337) 



[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity^ 

NCBI Description 



206952 

LIB3120-010-Q1-K1-H7 

BLASTX 

g3122785 

453 

3.0e-45 

115 

80 

40S RIBOSOMAL PROTEIN S14 >gi 2565340 (AF026079) 



ribosomal 



28408 



protein S14 [Lupinus luteus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206953 

LIB3120-010-Q1-K1-H8 

BLASTX 

gll5833 

410 

3.0e-40 

107 

76 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195__pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206954 

LIB3120-011-Q1-K1-A1 

BLASTX 

gll5784 

466 

1.0e-46 

88 
98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I (CAB) 
(LHCP) >gi_167525 (M16058) chlorophyll a/b-binding protein 
[Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206955 

LIB3120-011-Q1-K1-A12 

BLASTX 

g2662343 

571 

4.0e-59 

109 

100 

(D63581) EF-1 alpha [Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206956 

LIB3120-011-Q1-K1-A3 

BLASTX 

gl552379 

200 

2.0e-15 

79 

54 

(Y08155) pectin methylesterase [Silene latifolia ssp. alba] 



Seq. No. 206957 

Seq. ID LIB3120 

Method BLASTX 

NCBI GI gl31385 

BLAST score 608 

E value 3.0e~63 

Match length 14 6 

% identity 84 

NCBI Description OXYGEN- 
SUBUNIT 



■011-Q1-K1-A4 



EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 



28409 



THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



206958 

LIB3120-011-Q1-K1-A5 

BLASTX 

g3914666 

259 

2.0e-22 

61 
82 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L4 PRECURSOR 
>gi__2791998_emb_CAA74895_ (Y14566) ribosomal protein L4 
[Arabidopsis thaliana] >gi_2792000_emb_CAA748 94_ (Y14565) 
ribosomal protein L4 [Arabidopsis thaliana] 

206959 

LIB3120-011-Q1-K1-A7 

BLASTX 

gl653230 

173 

3.0e-12 
61 
56 

(D90912) hypothetical protein 



[Synechocystis sp. ] 



206960 

LIB3120-011-Q1-K1-B10 

BLASTX 

gl00616 

166 

1.0e-ll 

44 

80 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

206961 

LIB3120-011-Q1-K1-B12 

BLASTN 

g706852 

44 

1.0e-15 

104 

86 

Lycopersicon esculentum photosystem II 22 kDa component 
(psbS) gene, complete cds 

206962 

LIB3120-011-Q1-K1-B2 

BLASTX 

g231688 

742 

5.0e-79 
138 



28410 



% identity 

NCBI Description 



98 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998__ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



206963 

LIB3120-011-Q1-K1-B3 

BLASTX 

g68200 

463 

3.0e-46 

117 

81 

fructose-bisphosphate aldolase {EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

206964 

LIB3120-011-Q1-K1-B4 

BLASTX 

g!651828 

405 

1.0e-39 

132 

62 

(D90900) dihydrolipoamide dehydrogenase [Synechocystis sp.] 
206965 

LIB3120-011-Q1-K1-B5 

BLASTX 

g68200 

260 

1.0e-22 

94 

62 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

206966 

LIB3120-011-Q1-K1-B6 

BLASTX 

g2253291 

191 

1.0e-14 

108 

42 

(AF006067) catalase-1 [Nicotiana glutinosa] 
206967 

LIB3120-011-Q1-K1-B7 

BLASTX 

g3763927 

190 

3.0e-14 

151 

37 



28411 



NCBI Description 



(AC004450) putative carboxyphosphoenolpyruvate mutase 
[Arabidopsis thaliana] 



Seq. No. 


206968 


Seq. ID 


LIB312Q-011-Q1-K1-BO 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


441 


E value 


9.0e-44 


Match length 


96 


% identity 


86 


NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


206969 


Seq. ID 


LIB3120-011-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2494075 


BLAST score 


173 


E value 


6.0e-13 


Match length 


57 


% identity 


61 


NCBI Description 


NADP- DEPENDENT GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 


(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 



DEHYDROGENASE) (GLYCERALDEHYDE -3- PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) 

>gi_1084478_pir S43833 glyceraldehyde-3-phosphate 

dehydrogenase (NADP+) (EC 1.2.1.9) - maize 
>gi_474408_emb_CAA53075_ (X75326) 

glyceraldehyde-3-phosphate dehydrogenase (GAPN) [Zea mays] 



Seq. No. 


206970 


Seq. ID 


LIB3120-011-Q1-] 


Method 


BLASTX 


NCBI GI 


g4164153 


BLAST score 


395 


E value 


1.0e-38 


Match length 


91 


% identity 


81 


NCBI Description 


(AB015493) ACC 


Seq. No. 


206971 


Seq. ID 


LIB3120-011-Q1- 


Method 


BLASTN 


NCBI GI 


gl8058 


BLAST score 


219 


E value 


1.0e-120 


Match length 


422 


% identity 


88 


NCBI Description 


Citrus limon ci 


Seq. No. 


206972 


Seq. ID 


LIB3120-011-Q1- 


Method 


BLASTN 


NCBI GI 


gl8058 


BLAST score 


45 


E value 


3.0e-16 


Match length 


221 



[Passiflora edulis] 



for 26S ribosomal RNA 



28412 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

Citrus limon cistron for 26S ribosomal RNA 
206973 

LIB3120-011-Q1-K1-C7 

BLASTX 

g2654094 

173 

2.0e-25 

123 

52 

(AF034210) aspartate aminotransferase glyoxysomal isozyme 
AAT1 precursor [Glycine max] 

206974 

LIB3120-011-Q1-K1-C8 

BLASTX 

g3914605 

298 

1.0e-35 

134 
63 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206975 

LIB3120-011-Q1-K1-C9 

BLASTX 

g231688 

687 

1.0e-72 

124 

99 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase {EC 

1.11.1.6) - upland cotton >giJL8488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



206976 

LIB3120-011-Q1-K1-D1 

BLASTX 

g2982432 

284 

2.0e-25 

76 

71 

(AL022224) putative protein [Arabidopsis thaliana] 
206977 

LIB3120-011-Q1-K1-D2 

BLASTX 

g417544 

661 

2.0e-69 



28413 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



132 
93 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD PROTEIN) (PSI-D) (PS I SUBUNIT 5) 

>gi_320209jpir A60695 photosystem I chain II precursor - 

cucumber >gi__625966_pir JQ2132 photosystem I complex 20K 

protein precursor - cucumber >gi_227772_prf 1710320A 

photosystem I 20kD protein [Cucumis sativus] 

206978 

LIB3120-011-Q1-K1-D3 

BLASTX 

gll68408 

473 

1.0e-47 

133 

73 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi__2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 

206979 

LIB3120-011-Q1-K1-D4 

BLASTX 

gll68408 

638 

8.0e-67 

149 

86 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268j?ir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

206980 

LIB3120-011-Q1-K1-D5 

BLASTX 

g!20661 

698 

7.0e-74 

147 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

206981 

LIB3120-011-Q1-K1-D9 

BLASTX 

g!18564 

491 

8.0e-50 

99 

92 

GLYCERATE DEHYDROGENASE (NADH- DEPENDENT HYDROXYPYRUVATE 
REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 



28414 




dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 



Seq. No. 


206982 


Seq. ID 


LIB3120-011-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2244868 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


121 


% identity 


39 


NCBI Description 


(Z97337) cytochrome P450 [Arabidopsis thaliana] 


Seq. No. 


206983 


Seq. ID 


LIB3120-011-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2654210 


BLAST score 


471 


E value 


2.0e-47 


Match length 


113 


% identity 


81 


NCBI Description 


(AF035457) heat shock 70 protein [Spinacia oleracea] 


Seq. No. 


206984 


Seq. ID 


LIB3120-011-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2982458 


BLAST score 


241 


E value 


1.0e-20 


Match length 


75 


% identity 


65 


NCBI Description 


(AL022223) putative protein [Arabidopsis thaliana] 


Seq. No. 


206985 


Seq. ID 


LIB3120-011-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4115920 


BLAST score 


508 


E value 


1.0e-51 


Match length 


153 


% identity 


60 


NCBI Description 


(AF118222) similar to the subtilase family of serine 




proteases (Pfam: PF00082, score; 45.8, E=l.le-ll, n= 




[Arabidopsis thaliana] 


Seq. No. 


206986 


Seq. ID 


LIB3120-011-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl632822 


BLAST score 


179 


E value 


4.0e-13 


Match length 


59 


% identity 


61 


NCBI Description 


(Y08962) transmembrane protein [Oryza sativa] >gi_16 



28415 



(U77297) transmembrane protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206987 

LIB3120-011-Q1-K1-E7 

BLASTX 

g2511693 

398 

8.0e-39 

107 

73 

(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206988 

LIB3120-011-Q1-K1-E8 

BLASTX 

g2388710 

593 

1.0e-61 

140 

79 

(AF017150) betaine aldehyde dehydrogenase 
hypochondriacus ] 



[Amaranthus 



Seq. No. 


206989 




Seq. ID 


LIB3120- 


011-Q1-K1-E9 


Method 


BLASTX 




NCBI GI 


g309673 




BLAST score 


285 




E value 


1.0e-25 




Match length 


97 




% identity 


62 




NCBI Description 


(L19651) 


light harvesting protein [Pisum 


Seq. No. 


206990 




Seq. ID 


LIB3120- 


011-Q1-K1-F1 


Method 


BLASTX 




NCBI GI 


g693914 




BLAST score 


328 




E value 


2.0e-32 




Match length 


121 




% identity 


63 




NCBI Description 


(U20983) 


chlorophyll a/b binding protein 



[Solanum 



tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206991 

LIB3120-011-Q1-K1-F12 

BLASTX 

g22240 

642 

2.0e-67 

133 

93 

(X07157) GADPH (383 AA) [Zea mays] 



Seq. No. 
Seq. ID 
Method 



206992 

LIB3120-011-Q1-K1-F2 
BLASTN 



28416 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2342495 
49 

2.0e-18 

172 
85 

Ananas comosus mRNA for bromelain, complete cds 
206993 

LIB3120-011-Q1-K1-F3 

BLASTX 

g3914605 

455 

2.0e-45 

142 

64 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206994 

LIB3120-011-Q1-K1-F4 

BLASTX 

g231562 

515 

2.0e-52 

125 

82 

PHOSPHO-2-DEHYDRO-3-DEOXYHEPTONATE ALDOLASE 1 PRECURSOR 
( PHOS PHO-2 -KETO- 3-DEOXYHEPTONATE ALDOLASE 1) (DAHP 
SYNTHETASE 1) { 3-DEOXY-D-ARABINO-HEFTULOSONATE 7-PHOSPHATE 
SYNTHASE 1) >gi_166688 (M74819) 

3-deoxy-D-arabino-heptulosonate y-phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206995 

LIB3120-011-Q1-K1-F6 

BLASTX 

g99742 

341 

3.0e-32 

96 
72 

2-dehydro-3-deoxyphosphoheptonate aldolase 
- Arabidopsis thaliana 



(EC 4.1.2.15} 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206996 

LIB3120-011-Q1-K1-F8 

BLASTX 

g3337361 

299 

1.0e-27 

78 
67 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 



28417 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206997 

LIB3120-011-Q1-K1-F9 

BLASTX 

g!345979 

535 

5.0e-55 

102 

92 

OMEGA- 6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi_459962 (L29215) plastid omega-6 desaturase [Glycine 
max] 



Seq. No. 


206998 


Seq. ID 


LIB3120-011-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2689631 


BLAST score 


314 


E value 


7.0e-29 


Match length 


69 


% identity 


94 


NCBI Description 


(AF022389) ADP-ribosylation factor [Vigna 


Seq. No. 


206999 


Seq. ID 


LIB3120-011-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g400890 


BLAST score 


296 


E value 


8.0e-27 


Match length 


127 


% identity 


46 


NCBI Description 


PHOTOS YSTEM II 22 KD PROTEIN PRECURSOR 



>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207000 

LIB3120-011-Q1-K1-G11 

BLASTX 

g3024148 

209 

3.0e-17 

49 

80 

S - ADENO S YLMET H I ON I NE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 
>gi_1655580_emb_CAA95858_ (Z71273) S-adenosyl-L-methionine 
synthetase 3 [Catharanthus roseus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207001 

LIB3120-011-Q1-K1-G12 

BLASTX 

g!28692 

379 

6.0e-38 



28418 



Match length ' 

% identity 

NCBI Description 



© 



95 
78 

NADH- PLASTOQU I NONE OXIDOREDUCTASE CHAIN 3, CHLOROPLAST 

>gi_66160_pir DENTN3 NADH dehydrogenase (ubiquinone) (EC 

1.6,5.3) chain 3 - common tobacco chloroplast 
>gi_11838_emb_CAA77358_ (Z00044) NADH dehydrogenase ND3 

subunit [Nicotiana tabacum] >gi__225206_prf 1211235AL NADH 

dehydrogenase 3-like ORF 120 [Nicotiana tabacum] 



Seq. No. 


207002 


Seq. ID 


LIB3120-011-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


419 


E value 


3.0e-41 


Match length 


1 A R 


% identity 


58 


NCBI Description 


(AC004481) ankyrin-like protein [Arabidopsis thaliana] 


Seq. No. 


207003 


Seq. ID 


LIB3120-011-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4335719 


BLAST score 


215 


E value 


3.0e-17 


Match length 


108 


% identity 


44 


NCBI Description 


(AC006248) putative RING-H2 finger protein RHGla 




[Arabidopsis thaliana] 


Seq. No. 


207004 


Seq. ID 


LIB3120-011-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4104058 


BLAST score 


155 


E value 


3.0e-10 


Match length 


76 


% identity 


43 


NCBI Description 


(AF031195) blue copper-binding protein homolog [Tritic 




aestivum] 


Seq. No. 


207005 


Seq. ID 


LIB3120-011-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2911058 


BLAST score 


190 


E value 


2.0e-14 


Match length 


80 


% identity 


47 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207006 

LIB3120-011-Q1-K1-G7 

BLASTX 

gl750380 

243 

3.0e-21 



28419 



Match length 

% identity 

NCBI Description 



CI 

57 
82 

(U80912) Eucalyptus globulus NADP- isocitrate dehydrogenase 
of Eucalyptus globulus bicostata [Eucalyptus globulus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207007 

LIB3120-011-Q1-K1-H1 

BLASTX 

g479406 

685 

2.0e-72 

145 

67 

chlorophyll a/b-binding protein ■ 
>gi_20671_emb_CAA4 914 9__ (X69215) 
protein [Pisum sativum] 



• garden pea 

chlorophyll a/b-binding 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207008 

LIB3120-011-Q1-K1-H10 

BLASTX 

g2494261 

617 

2.0e-64 

130 

92 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR {EF-TU) 

>gi_99903_pir S21567 translation elongation factor Tu 

precursor - soybean chloroplast >gi_JL8776_emb_CAA4 6864_ 

(X66062) EF-Tu [Glycine max] >gi_448921jorf 1918220A 

elongation factor Tu [Glycine max] 

207009 

LIB3120-011-Q1-K1-H11 

BLASTX 

gl31385 

404 

1.0e-39 

108 

80 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207010 

LIB3120-011-Q1-K1-H2 

BLASTX 

g3158474 

357 

4.0e-34 

80 

88 

(AF067184) aquaporin 



1 [Samanea saman] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



207011 

LIB3120-011-Q1-K1-H3 

BLASTX 

g2864615 



28420 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



242 

8.0e-21 

91 

57 

(AL021811; 



putative protein [Arabidopsis thaliana] 



207012 

LIB3120-011-Q1-K1-H4 

BLASTX 

g3023752 

376 

4.0e-36 

112 

66 

FERREDOXIN I 
ferredoxin-I 



PRECURSOR >gi_1418 982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 



Seq. No. 


207013 


Seq. ID 


LIB3120-011-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


423 


E value 


8.0e-42 


Match length 


102 


% identity 


83 


NCBI Description 


(AF067184) aquaporin 1 [Samanea 


Seq. No. 


207014 


Seq. ID 


LIB3120-011-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl!5765 


BLAST score 


557 


E value 


2.0e-57 


Match length 


127 


% identity 


50 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

207015 

LIB3120-011-Q1-K1-H9 

BLASTX 

g3287832 

332 

6.0e-31 

86 

74 

(+) -DELTA-CADINENE SYNTHASE (D-CADINENE SYNTHASE) 
>gi_1843647 (U88318) {+) -delta-cadinene synthase [Gossypium 
hirsutum] 



Seq. No. 



207016 



28421 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



LIB3120-012-P1-K1-A10 

BLASTX 

g2760347 

389 

4.0e-38 

82 

16 

(U84968) ubiquitin [Arabidopsis thaliana] 
207017 

LIB3120-012-P1-K1-A11 

BLASTX 

g548852 

201 

1.0e-27 

83 

78 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

207018 

LIB3120-012-P1-K1-A12 

BLASTX 

g479406 

421 

2.0e-41 

79 

56 

chlorophyll a/b-binding protein - garden pea 
>gi_20671_emb_CAA49149_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 

207019 

LIB3120-012-P1-K1-A5 

BLASTX 

g2689720 

271 

2.0e-38 

114 

74 

(AF037168) DnaJ homologue [Arabidopsis thaliana] 
207020 

LIB3120-012-P1-K1-A7 

BLASTX 

g548852 

219 

2.0e-18 

54 

76 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

207021 

LIB3120-012-P1-K1-B12 



28422 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g20729 
376 

3.0e-36 

108 

72 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 
207022 

LIB3120-012-P1-K1-B2 

BLASTX 

g3033375 

176 

1.0e-12 

110 

36 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207023 

LIB3120-012-P1-K1-B3 

BLASTX 

g3914605 

280 

4.0e-25 

97 

61 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1 , 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207024 

LIB3120 

BLASTX 

gl21953 

126 

2.0e-10 

45 
71 

HISTONE 
>gi_207 
[Pisum 



-012-P1-K1-B4 



HI >gi_81905_pir S00033 histone Hl.b - garden pea 

62_emb_CAA29123_ (X05636) HI histone (AA 1-263) 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207025 

LIB3120-012-P1-K1-B5 

BLASTX 

g2494076 

428 

2.0e-42 

92 

87 

NADP-DEPENDENT GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE) (GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 
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(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE ) >gi_1842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbagini folia] 



Seq. No. 


207026 


|J C \^ * -L IS 


LIB3120-012-P1-K1-C11 


L J.C L. llv_?v_l 


BLASTX 


NCBI GI 


~s ^ \J \J \J 


RT.A53T «?potp 

U XJ.TA.fc_J X ^ w J- c 


181 


j_i v d._L Lie; 


2 0e-13 


Ma +* r^H 1 pnrrt"h 


56 


% idpntitv 


95 


NPRT np^pTiDti on 


chlorophyll a/b — binding protein — upland cotton 


Seq, No. 


207027 


kJ ^ • -L U 


LIB3120-012-P1-K1-C12 


rut; uiikjvj. 


RT.A^TX 






DxXtt.0 X OOVJX.C? 


458 


Hi Va.-LU.C2 




Mai" pVi 1 or , t(T+"H 
l v iCLLL«ll XCliy L.1I 




"i ri^nt" "i t* v 


90 


NPRT n<^9PT"i nt*i nn 

iii v_/ J-> J- i-f up <w j- j- yj 1— -X, Wli 


(AL035605) putative protein [Arabidopsis thaliana 




Z. VJ / o 


Seq. ID 


LIB3120-012-P1-K1-C4 


Method 


BLASTX 


KffDT ("IT 






JO 






HCIL-Oll icily 111 


114 




/ u 


LNUDi. UcbLlipilUll 


fZ\P00d.f\£R^ nn lrnATArn nrnfoi n T Arphi Hotj*? i fhs 1 "i ana 1 
\ riv^vJ U *± U U.J ^ U.ii JS-iiw Wil u u crJ.il |_ rtx. au J- uu o j_ o uiiclj- j-aiici j 




>gi 3702346 (AC005397) unknown protein [Arabidops 




thaliana] 


Seq. No. 


207029 


Seq. ID 


LIB3120-012-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g585564 


BLAST score 


476 


E value 


5.0e-48 


Match length 


101 


% identity 


86 



NCBI Description FERREDOXIN— NITRITE REDUCTASE PRECURSOR 

>gi_81443_pir S20495 ferredoxin — nitrite reductase {EC 

1.7.7.1) precursor - European white birch 
>gi_17927_emb_CAA42690_ (X60093) f erredoxin— nitrite 
reductase [Betula pendula] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207030 

LIB3120-012-P1-K1-D1 

BLASTN 

gl8487 

76 

3.0e-35 
80 
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II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

G. hirsutum mRNA for cotton catalase subunit 



207031 

LIB3120-012-P1-K1-D11 

BLASTX 

g20729 

334 

2.0e-31 

108 
67 

(X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



207032 

LIB3120-012-P1-K1-D2 

BLASTX 

gll70214 

565 

6.0e-62 

137 

88 

DELTA- AMINOLEVULINIC ACID DEHYDRATASE PRECURSOR 
(PORPHOBILINOGEN SYNTHASE) (ALADH) >gi_468000 (U04525) 
delta-aminolevulinic acid dehydratase [Glycine max] 

207033 

LIB3120-012-P1-K1-D3 

BLASTX 

gl33802 

284 

2.0e-25 

59 

88 

40S RIBOSOMAL PROTEIN S15 (RIG PROTEIN) 

>gi_85845_pir C34823 ribosomal protein S15 - African 

clawed frog >gi_214737 (M33332) insulinoma protein (rig) 
[Xenopus laevis] 

207034 

LIB3120-012-P1-K1-D4 

BLASTX 

g3885511 

363 

6.0e-42 

115 

74 

(AF084200) similar to PSI-K subunit of photosysteirt I from 
barley [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



207035 

LIB3120-012-P1-K1-D6 

BLASTX 

g2244910 

184 

1.0e-13 

96 

43 
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NCBI Description 



(Z97339) unnamed protein product [Arafoidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207036 

LIB3120-012-P1-K1-E1 

BLASTX 

gl352821 

325 

2.0e-30 

66 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207037 

LIB3120-012-P1-K1-E11 

BLASTX 

gl352821 

338 

6.0e-32 

74 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207038 

LIB3120-012-P1-K1-E2 

BLASTX 

g4467134 

258 

2.0e-22 

117 

59 

(AL035540) protein kinase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



207039 

LIB3120-012-P1-K1-E3 

BLASTX 

gl!5833 

502 

5.0e-51 

121 

79 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

207040 

LIB3120-012-P1-K1-E4 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll68411 
384 

1.0e-47 

137 

80 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



207041 

LIB3120-012-P1-K1-E5 

BLASTX 

g3892051 

225 

1.0e-18 

57 
74 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 

207042 

LIB3120-012-P1-K1-E6 

BLASTX 

g!352821 

537 

4.0e-55 

102 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207043 

LIB3120-012-P1-K1-E7 

BLASTX 

gl352821 

445 

3.0e-44 

86 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207044 

LIB3120-012-P1-K1-F10 

BLASTX 

g266501 

213 

4.0e-17 

128 
45 

MANNOSE- 6 -PHOSPHATE ISOMERASE ( PHOSPHOMANNOSE ISOMERASE) 

(PMI) (PHOSPHOHEXOMUTASE) >gi_1362514_pir A56239 

mannose-6-phosphate isomerase (EC 5.3.1.8) - Emericella 
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nidulans >gi_168072 (M85239) 
[Emericella nidulans] 



phosphomannose isomerase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207045 

LIB3120-012-P1-K1-F5 

BLASTX 

g2541876 

270 

9.0e-24 

102 
47 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

207046 

LIB3120-012-P1-K1-F6 

BLASTX 

g421969 

222 

2.0e-18 

44 

95 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) large chain 
- coffee chloroplast (fragment) >gi_1322147_emb_CAA4 9827_ 
(X70364) rbcL [Coffea arabica] 



Seq. No. 


207047 


Seq. ID 


LIB3120-012-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2894534 


BLAST score 


352 


E value 


2.0e-33 


Match length 


95 


% identity 


76 


NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 


Seq. No. 1 


207048 


Seq. ID 


LIB3120-012-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g!18564 


BLAST score 


452 


E value 


3.0e-45 


Match length 


91 


% identity 


91 


NCBI Description 


GLYCERATE DEHYDROGENASE (NADH-DEPENDENT 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



REDUCTASE) (HPR) (GDH) >gi_65955__pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb__CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

207049 

LIB3120-012-P1-K1-G10 

BLASTX 

g228403 

550 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-56 

131 
83 

glycolate oxidase [Lens culinaris] 
207050 

LIB3120-012-P1-K1-G11 

BLASTX 

g400890 

205 

3.0e-16 

104 

50 

PHOTOS YSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq, No. 


207051 


Seq. ID 


LIB3120-012-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


326 


E value 


1.0e-30 


Match length 


87 


% identity 


79 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE 


Seq. No. 


207052 


Seq. ID 


LIB3120-012-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl25578 


BLAST score 


419 


E value 


2.0e-41 


Match length 


103 


% identity 


82 


NCBI Description 


PHOSPHORIBULOKINASE PRECURSOR 



(PRKASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystal linum] 

207053 

LIB3120-012-P1-K1-G9 

BLASTX 

g2950472 

145 

3.0e-09 

68 

46 

(AL022070) putative autophagocytosis protein 
[Schizosaccharomyces pombe] 

207054 

LIB3120-012-P1-K1-H1 

BLASTX 

g3386617 
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CI 



BLAST score 


256 


E value 


2 . Oe-22 


Match length 


79 


% identity 


70 


NCBI Description 


(AC004665) putative cell division protein (ftsY) 




[Arabidopsis thaliana] 


Seq. No. 


207055 


Seq. ID 


LIB3120-012-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3037047 


BLAST score 


222 


E value 


1. Oe-18 


Match length 


55 


% identity 


73 


NCBI Description 


(AF053354) 1-aminocyclopropane-l-carboxylic acid oxidase 




[Phaseolus vulgaris] 


Seq. No. 


207056 


Seq. ID 


LIB3120-012-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2651310 


BLAST score 


246 


E value 


3.0e-21 


Match length 


51 


% identity 


88 


NCBI Description 


(AC002336) putative PTR2-B peptide transporter [Arabidop 




thaliana] 


Seq. No. 


207057 


Seq. ID 


LIB3120-012-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2281090 


BLAST score 


175 


E value 


4.0e-13 


Match length 


74 


% identity 


51 


NCBI Description 


(AC002333) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


207058 


Seq. ID 


LIB3120-012-P1-K1-H8 


Method 


BLASTN 


NCBI GI 


gl465367 


BLAST score 


38 


E value 


6.0e-12 


Match length 


153 


% identity 


82 


NCBI Description 


A. thaliana mRNA for RAP-1 protein 


Seq. No. 


207059 


Seq. ID 


LIB3120-013-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gll70567 


BLAST score 


250 


E value 


5.0e-22 


Match length 


54 


% identity 


81 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. 
Seq. 



No. 
ID 



MYO-INOS I T0L-1- PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 IN01 protein - Citrus paradisi 

>gi_602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 

207060 

LIB3120-013-Q1-K1-A11 

BLASTX 

g586004 

494 

5.0e-50 

105 

87 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_421962_pir S34267 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - sweet potato 

>gi_542090_pir S40404 superoxide dismutase (EC 1.15.1.1) 

(Cu-Zn) - sweet potato >gi_311971_emb_CAA51654_ (X73139) 
superoxide dismutase [Ipomoea batatas] 

207061 

LIB3120-013-Q1-K1-A3 

BLASTX 

g3650033 

214 

2.0e-17 

84 

51 

(AC005396) unknown protein [Arabidopsis thaliana] 
207062 

LIB3120-013-Q1-K1-A5 



Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


554 


E value 


3.0e-57 


Match length 


108 


% identity 


94 


NCBI Description 


(L07119) 




hirsutum 


Seq. No. 


207063 


Seq. ID 


LIB3120- 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


331 


E value 


4.0e-31 


Match length 


97 


% identity 


73 


NCBI Description 


(X15190) 


Seq. No. 


207064 


Seq. ID 


LIB3120- 


Method 


BLASTX 


NCBI GI 


g!354515 


BLAST score 


195 


E value 


4.0e-15 


Match length 


88 


% identity 


55 



chlorophyll A/B binding protein [Gossypium 



precursor (AA -68 to 337) [Pisum sativum] 
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NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

207065 

LIB3120-013-Q1-K1-A8 

BLASTX 

gl352821 

306 

3.0e-28 

81 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27 9581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54 091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207066 

LIB3120-013-Q1-K1-B2 

BLASTX 

g2879867 

275 

1.0e-24 

84 " 
62 

(AL021816) 
pombe] 



40s ribosomal protein S17 [Schizosaccharomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207067 

LIB3120-013-Q1-K1-B3 

BLASTX 

g479406 

503 

3.0e-51 

106 
61 

chlorophyll a/b-binding protein - garden pea 
>gi_20671_emb_CAA49149_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 

207068 

LIB3120-013-Q1-K1-C10 

BLASTX 

g4325341 

618 

2.0e-64 

141 

77 

(AF128393) similar to the Drosophila DES-1 protein 
(GB:X94180) [Arabidopsis thaliana] 

207069 

LIB3120-013-Q1-K1-C11 

BLASTX 

gl31397 

170 

3.0e-12 
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Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

90 
46 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN- EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 
oleracea] >gi_225597_prf_1307179B luminal protein 16kD 
[Spinacia oleracea] 

207070 

LIB3120-013-Q1-K1-C12 

BLASTX 

g3860247 

265 

2.0e-35 

88 

80 

(AC005824) unknown protein [Arabidopsis thaliana] 
207071 

LIB3120-013-Q1-K1-C3 

BLASTX 

g2129538 

314 

4.0e-29 

67 

90 

AT103 protein - Arabidopsis thaliana >gi 1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

207072 

LIB3120-013-Q1-K1-D11 

BLASTX 

g4538976 

269 

1.0e-33 

141 

57 

(AL049487) sucrose-phosphate synthase-like protein 
[Arabidopsis thaliana] 

207073 

LIB3120-013-Q1-K1-D12 

BLASTX 

g4218120 

422 

1.0e-41 

119 

68 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



207074 

LIB3120-013-Q1-K1-D3 
BLASTX 
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NCBI GI 


gl67367 


BLAST score 




E value 


7.0e-36 


Match length 


75 


% identity 


95 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


207075 


Seq. ID 


LIB3120-013-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2052383 


BLAST score 


325 


E value 


1.0e-30 


Match length 


69 


% identity 


84 


NCBI Description 


(U66345) calreticulin [Arabidopsis thaliana] 


Seq. No. 


207076 


Seq. ID 


LIB3120-013-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl20669 


BLAST score 


229 


E value 


1.0e-19 


Match length 


52 


% identity 


85 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 




>gi 66014 pir DEJMG glyceraldehyde-3-phosphate 




dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 




>gi 19566 emb CAA42905 (X60347) glyceraldehyde 




3-phosphate dehydrogenase [Magnolia liliiflora] 


Seq. No. 


207077 


Seq. ID 


LIB3120-013-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3687652 


BLAST score 


418 


E value 


6.0e-63 


Match length 


140 


% identity 


87 


NCBI Description 


(AF047352) rubisco activase precursor [Datisca glomerata] 


Seq. No. 


207078 


Seq. ID 


LIB3120-013-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2367431 


BLAST score 


168 


E value 


3.0e-12 


Match length 


78 


% identity 


44 


NCBI Description 


(AF000403) putative cytochrome P450 [Lotus japonicus] 


Seq. No. 


207079 


Seq. ID 


LIB3120-013-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g294060 


BLAST score 


200 


E value 


2.0e-15 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



124 
37 



(L06467) major latex protein [Papaver somniferum] 



207080 

LIB3120-013-Q1-K1-E6 

BLASTX 

g2335098 

165 

1.0e-ll 

88 
38 

(AC002339) unknown protein 
207081 

LIB3120-013-Q1-K1-F10 

BLASTX 

gl-942360 

550 

1.0e-56 

121 
83 



[Arabidopsis thaliana] 



NCBI Description Actin-Binding Protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207082 

LIB3120-013-Q1-K1-F12 

BLASTX 

g2500115 

633 

3.0e-66 

142 

85 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi_529375_dbj_BAA07108_ (D37870) Glutathione Reductase 
precursor [Spinacia oleracea] 

207083 

LIB3120-013-Q1-K1-F2 

BLASTX 

g4539422 

142 

7.0e-12 

85 
59 

(AL049171) putative protein [Arabidopsis thaliana] 
207084 

LIB3120-013-Q1-K1-F3 

BLASTX 

gl587206 

348 

2.0e-33 

136 

70 

T complex protein [Cucumis sativus] 



Seq. No. 



207085 



28435 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-013-Q1-K1-F6 

BLASTX 

gl352821 

295 

6.0e-27 

84 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


207086 


Seq. ID 


LIB3120-013-Q1-K1-F7 


Method 


BLASTX 








J 1 ,7 


T** 1 no 


J. Uc JJ 


Mrs +~ r~> H 1 on/rf-H 


97 
j i 


9- A J-j J-t T-l 4- •! 4-TT 


Oo 


iN^XOX. Ucscription 






f T.I QH1 ^ pa vV^^n 4 f anh^rHra o & r Zl\ yaV^i H r^Ti q i q t £-> 1 

\Jj107U1 J L-ai U\JIL±.\*> CJ.llliyLJ.-L aOC |_iT.J- ClU-L Li.VJ ^Qlo L.ila._L_LClllClj 


Seq. No. 


207087 


Seq. ID 


LIB3120-013-Q1-K1-F8 


l w Jc txiou 


OXxttO X A 


KffDT r»T 




DT 7VQ r n epAra 
DXjriOX bCOIc 




Hi ValUc 


q n^— ^£ 
:? . ue o d 


iv/f ^ ^ n ft +* 

rid L -Lfciliy 


XU J 




7 R 




\ nD uil^ jl / oa ~ / xi> c JxOiidiivj o i_ l v j_ y i let i> am. d L>ct j 


Seq. No. 


207088 


Seq. ID 


LIB3120-013-Q1-K1-F9 


l. it; t_injti 


JDXjfiO X A 


IN^Dl o X 




£3j_Lf\oi score 


JL j 0 


E value 


3.0e-15 


Match length 


79 


% identity 


52 


NCBI Description 


(AF051235) YGLOlOw-like protein [Picea mariana] 


Seq. No. 


207089 


Seq. ID 


LIB3120-013-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3953473 


BLAST score 


133 


E value 


9.0e-12 


Match length 


73 


% identity 


64 


NCBI Description 


(AC002328) F2202.18 [Arabidopsis thaliana] 


Seq. No. 


207090 


Seq. ID 


LIB3120-013-Q1-K1-G3 


Method 


BLASTX 



438449 



28436 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4406780 
290 

3.0e-42 

131 

67 

(AC006532) putative mult i spanning membrane protein 
[Arabidopsis thaliana] 

207091 

LIB3120-013-Q1-K1-G5 

BLASTX 

g3914605 

389 

4.0e-38 

82 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase /oxygenase activase 
[Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207092 

LIB3120-013-Q1-K1-G6 

BLASTX 

g3643604 

198 

2.0e-15 

102 
5 

(AC005395) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207093 

LIB3120-013-Q1-K1-G9 

BLASTX 

gl354515 

200 

1.0e-15 

112 

43 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

207094 

LIB3120-013-Q1-K1-H1 

BLASTN 

g289919 

35 

1.0e-10 

135 
82 

Gossypium hirsutum chloroplast photosystem II chlorophyll 
A/B-binding protein gene, complete cds 



Seq. No. 



207095 



28437 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-013-Q1-K1-H10 

BLASTX 

gl480014 

228 

3.0e-19 

58 

81 

(D78493) putative delta subunit of ATP synthase [Brassica 
rapa] 

207096 

LIB3120-013-Q1-K1-H11 

BLASTX 

g3063392 

427 

4.0e-42 
127 
69 

(AB012932) Ca2+/H+ exchanger 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Vigna radiata] 



207097 

LIB3120-013-Q1-K1-H3 

BLASTX 

gl345698 

338 

5.0e-32 

81 

79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

207098 

LIB3120-013-Q1-K1-H7 

BLASTX 

g505482 

318 

2.0e-29 

117 

59 

(X64349) 33 kDa polypeptide of water-oxidizing complex of 
photosystem II [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207099 

LIB3120-013-Q1-K1-H9 

BLASTX 

g!00454 

545 

6.0e-56 

136 

82 

photosystem II oxygen-evolving complex protein 1 - potato 
>gi_809113_emb_CAA35601_ (X17578) 33kDa precursor protein 
of oxygen-evolving complex [Solanum tuberosum] 



28438 



II 



Seq. No. 


207100 


Seq. ID . 


LIB3120-014-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4510345 


BLAST score 


194 


E value 


2.0e-15 


Match length 


36 


% identity 


89 


NCBI Description 


(AC006921) unknown protein [Arabidops: 


Seq. No. 


207101 


Seq. ID 


LIB3120-014-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g281807 


BLAST score 


243 


E value 


3.0e-21 


Match length 


63 


% identity 


71 


NCBI Description 


adenylosuccinate lyase - Escherichia < 


Seq. No. 


207102 


Seq. ID 


LIB3120-014-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g505482 


BLAST score 


259 


E value 


8 . 0e-23 


Match length 


78 


% identity 


74 


NCBI Description 


(X64349) 33 kDa polypeptide of water-- 




photosystem II [Nicotiana tabacum] 


Seq. No. 


207103 


Seq. ID 


LIB3120-014-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2507455 


BLAST score 


488 


E value 


2.0e-49 


Match length 


116 



complex of 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

FORMATE — TETRAHYDROFOLATE LIGASE (FORMYLTETRAHYDROFOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir A43350 

formate — tetrahydrofolate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-formyltetrahydro folate synthetase 
[Spinacia oleracea] 

207104 

LIB3120-014-Q1-K1-B8 

BLASTX 

g2507455 

267 

1.0e-23 

89 

62 

FORMATE — TETRAHYDROFOLATE LIGASE (FORMYLTETRAHYDROFOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_3224 01_pir A43350 

formate — tetrahydrofolate ligase (EC 6.3.4.3) - spinach 
>gi_170145 "(M83940) 10-f ormyltetrahydrof olate synthetase 



28439 



CI 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Spinacia oleracea] 
207105 

LIB3120-014-Q1-K1-C2 

BLASTN 

g2687435 

97 

1.0e-47 

141 

92 

Hamamelis virginiana large subunit 26S ribosomal RNA gene, 
partial sequence 

207106 

LIB3120-014-Q1-K1-C7 

BLASTX 

g464849 

276 

5.0e-25 

57 

95 

TUBULIN ALPHA CHAIN >gi_486847_pir S3 62 32 tubulin alpha 

chain - almond >gi_20413_emb_CAA4 7 635_ (X67162) 
alpha- tubulin [Prunus dulcis] 

207107 

LIB3120-014-Q1-K1-C8 

BLASTX 

gll5385 

175 

3.0e-13 

44 

75 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

207108 

LIB3120-014-Q1-K1-E6 

BLASTX 

g2754849 

319 

2.0e-29 

96 

72 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

207109 

LIB3120-014-Q1-K1-F4 

BLASTX 

gl31397 

270 

7.0e-24 

90 

64 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 



28440 



SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 130717 9B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207110 

LIB3120-014-Q1-K1-F6 

BLASTX 

g289920 

345 

8.0e-33 

72 

92 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207111 

LIB3120-014-Q1-K1-G4 

BLASTX 

g2129538 

269 

9.0e-24 

64 

80 

AT103 protein - Arabidopsis thaliana >gi_1033195 
AT103 [Arabidopsis thaliana] 



(U38232) 



Seq. No. 


207112 




Seq. ID 


LIB3120-014- 


-Q1-K1-G6 


Method 


BLASTN 




NCBI GI 


gl049306 




BLAST score 


38 




E value 


5.0e-12 




Match length 


49 




% identity 


96 




NCBI Description 


Arabidopsis 


thaliana . 


Seq. No. 


207113 




Seq. ID 


LIB3120-014- 


-Q1-K1-H1 


Method 


BLASTX 




NCBI GI 


gl352821 




BLAST score 


355 




E value 


7.0e-34 




Match length 


76 




% identity 


93 




NCBI Description 


RIBULOSE BISPHOSPHATE 



-2 mRNA, complete cds 



CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



207114 

LIB3120-014-Q1-K1-H7 
BLASTN 



28441 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g929812 
40 

2.0e-13 

120 

83 

P. nigra mRNA for plastocyanin a 
207115 

LIB3120-015-Q1-K1-A10 

BLASTX 

gl20657 

499 

1.0e-50 

124 

80 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_7 63035_emb_CAA33455__ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

207116 

LIB3120-015-Q1-K1-A12 

BLASTX 

gl352821 

412 

2.0e-40 

125 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207117 

LIB3120-015-Q1-K1-A2 

BLASTX 

g515616 

300 

1.0e-45 

114 

76 

(X61608) LHC II Type III chlorophyll a /b binding protein 
[Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207118 

LIB3120-015-Q1-K1-A3 

BLASTX 

gl354515 

159 

5.0e-ll 

81 

53 

(U55837) carbonic anhydrase 



[Populus tremula x Populus 



28442 



tremuloides] 



Seq. No. 


207119 


Seq. ID 


LIB3120-015-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2765081 


BLAST score 


516 


E value 


1.0e-52 


Match length 


125 


% identity 


80 


NCBI Description 


(Y10557) g5bf [Arabidopsis 


Seq. No. 


207120 


Seq. ID 


LIB3120-015-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2739046 


BLAST score 


217 


E value 


2.0e-17 


Match length 


62 


% identity 


68 


NCBI Description 


(AF024 652 ) polyphosphoinos 




[Glycine max] 


Seq. No. 


207121 


Seq. ID 


LIB3120-015-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


511 


E value 


4.0e-58 


Match length 


124 


% identity 


93 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207122 

LIB3120-015-Q1-K1-B2 

BLASTX 

gl31187 

166 

1.0e-ll 

101 

42 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_72681_pir F1SP3 photosystem I chain III precursor - 

spinach >gi_21303__emb_CAA31523_ (X13133) PSI subunit IV 
preprotein (AA -77 to 154) [Spinacia oleracea] 

>gi_226166_prf 1413236A photosystem I reaction center IV 

[Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



207123 

LIB3120-015-Q1-K1-B4 

BLASTX 

g3395440 



28443 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203 

5.0e-16 

106 
35 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
207124 

LIB3120-015-Q1-K1-B5 

BLASTX 

g4510345 

153 

3.0e-10 

43 
60 

(AC006921) unknown protein [Arabidopsis thaliana] 
207125 

LIB3120-015-Q1-K1-B7 

BLASTX 

g3335365 

238 

2.0e-20 

69 

75 

(AC003028) high affinity calcium antiporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207126 

LIB3120-015-Q1-K1-B9 

BLASTX 

gl352200 

461 

2.0e-46 

102 

88 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 
>gi_480909_pir S374 97 triose 

phosphate/3-phosphoglycerate/phosphate translocator - maize 
>gi_405635_emb_CAA8134 9__ (Z26595) triose 
phosphate/phosphate translocator [Zea mays] 

207127 

LIB3120-015-Q1-K1-C1 

BLASTX 

g4106696 

257 

2.0e-22 

66 

76 

(AB021872) ribosome-sedimenting protein [Pisum sativum] 
207128 

LIB3120-015-Q1-K1-C10 

BLASTX 

g3288821 

429 

1.0e-42 



28444 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



89 
89 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

207129 

LIB3120-015-Q1-K1-C11 

BLASTX 

g2738949 

473 

1.0e-47 

98 
90 

(AF022213) 
ananassa] 



cytosolic ascorbate peroxidase [Fragaria x 



207130 

LIB3120-015-Q1-K1-C12 

BLASTX 

gll99772 

271 

7.0e-24 

121 

53 

(D83226) extensin like protein [Populous nigra] 
>gi_1199774_dbj_BAA11855_ (D83227) extensin like protein 
[Populus nigra] 

207131 

LIB3120-015-Q1-K1-C3 

BLASTX 

g217909 

363 

1.0e-34 

75 

95 

(D14044) glycolate oxidase [Cucurbita sp.] 
207132 

LIB3120-015-Q1-K1-C4 

BLASTX 

gl928981 

519 

5.0e-53 

111 

92 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

207133 

LIB3120-015-Q1-K1-C6 

BLASTX 

g289920 

527 

4.0e-54 

103 

97 



28445 




NCBI Description (L07119) chlorophyll A/B binding protein [Gossypium 
hirsutism] 



Seq. No. 


207134 


Seq. ID 


LIB3120-015-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl084321 


BLAST score 


226 


E value 


6.0e-19 


Match length 


91 


% identity 


57 


NCBI Description 


protochlorophyllide reductase {EC 1.3.1.33) - cucumber 




>gi 2244614 dbj BAA21089 (D50085) 




NADPH-protochlorophyllide oxidoreductase [Cucumis sativus] 


Seq. No. 


207135 


Seq. ID 


LIB3120-015-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4559372 


BLAST score 


217 


E value 


1.0e-17 


Match length 


58 


% identity 


76 


NCBI Descriotion 


(AC006585) putative CONSTANS protein [Arabidopsis thaliana] 


Seq. No. 


207136 


Seq. ID 


LIB3120-015-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2651308 


BLAST score 


248 


E value 


3.0e-21 


Match length 


99 


% identity 


61 


NCBI Description 


(AC002336) putative myosin heavy chain [Arabidopsis 




thaliana] 


Seq. No/ 


207137 


Seq. ID 


LIB3120-015-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gll9350 


BLAST score 


461 


E value 


3.0e-46 


Match length 


102 


% identity 


89 


NCBI Description 


ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 




( 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi 81608 pir JQ1187 




ohosnhonvruvate hvdratase (EC 4 2.1.11) — Arabidoosis 




thaliana >ai 16271 emb CAA41114 (X58107) enolase 




[Arabidopsis thaliana] 


Seq. No. 


207138 


Seq. ID 


LIB3120-015-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


207 


E value 


1.0e-16 


Match length 


55 



28446 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207139 

LIB3120-015-Q1-K1-D11 

BLASTX 

g3061271 

296 

6.0e-27 

101 

56 

(AB012863) NPCA1 [Nicotiana paniculata] 
207140 

LIB3120-015-Q1-K1-D12 

BLASTX 

g2494415 

182 

1.0e-13 

76 

58 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6 -BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi_515747 (L34841) fructose-1, 6-bisphosphatase [Glycine 
max] 

207141 

LIB3120-015-Q1-K1-D3 

BLASTX 

gl439609 

327 

9.0e-33 

103 

75 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207142 

LIB3120-015-Q1-K1-D5 

BLASTX 

g3023752 

288 

6.0e-26 

111 

56 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_1418982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207143 

LIB3120-015-Q1-K1-D6 

BLASTX 

g3023752 

387 



28447 



II 



E value 
Match length 
% identity 
NCBI Description 



2.0e-37 

113 

68 

FERREDOXIN I PRECURSOR >gi_1418982_ernb_CAA99756_ 
ferredoxin-I [Lycopersicon esculentum] 



(Z75520) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207144 

LIB3120-015-Q1-K1-D7 

BLASTX 

g!15834 

329 

5.0e-31 

88 

70 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10B PRECURSOR 

(CAB-10B) (LHCP) >gi_100202_pir S11878 chlorophyll 

a/b-binding protein CablOB - tomato >gi_170400 (M32606) 
chlorophyll b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207145 

LIB3120-015-Q1-K1-D8 

BLASTX 

g!053047 

443 

2.0e-44 

90 

99 

(U38425) histone H3 [Glycine max] >gi_ 
histone H3 [Glycine max] >gi_1053051 - 
[Glycine max] 



1053049 
U38427) 



(U38426) 
histone H3 



207146 

LIB3120-015-Q1-K1-D9 

BLASTX 

g289920 

551 

8.0e-57 

108 

94 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207147 

LIB3120-015-Q1-K1-E10 

BLASTX 

g3953473 

286 

1.0e-25 

119 

56 

(AC002328) F2202.18 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207148 

LIB3120-015-Q1-K1-E8 

BLASTX 

g289920 

558 



28448 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-57 

101 
100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



207149 

LIB3120-015-Q1-K1-F1 

BLASTX 

gl352821 

293 

8.0e-27 

64 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir_ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi 450505 emb 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 
CAA38026 (X54091) 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 
207150 

LIB3120-015-Q1-K1-F10 

BLASTX 

g231610 

219 

6.0e-18 

78 

60 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67 880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor , chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 


207151 


Seq. ID 


LIB3120-015-Q1-K1-F11 


Method 


BLASTX 


NCBI GI, 


g 4544457 


BLAST score 


299 


E value 


5.0e-34 


Match length 


116 


% identity 


59 


NCBI Description 


(AC006592) putative MADS box protein [Arabidopsis 


Seq. No. 


207152 


Seq. ID 


LIB3120-015-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g4138282 


BLAST score 


182 


E value 


2.0e-13 


Match length 


106 


% identity 


43 


NCBI Description 


(AJ011576) RNA-directed RNA polymerase [Nicotiana 


Seq. No. 


207153 


Seq. ID 


LIB3120-015-Q1-K1-F7 


Method 


BLASTX 



28449 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2118220 
398 

4.0e-39 

82 

57 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P1) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis' thaliana] 
>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb_CAB38812.1__ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207154 

LIB3120-015-Q1-K1-F8 

BLASTX 

g2351380 

176 

9.0e-13 

118 

32 

(U54559) translation initiation factor eIF3 p40 subunit 
[Homo sapiens] >gi_45 035 15_ref_NP_00 3747 . l_pEIF3S3_ UNKNOWN 

207155 

LIB3120-015-Q1-K1-F9 

BLASTN 

g21051 

32 

1.0e-08 

52 
90 

P. vulgaris rbcS mRNA for small subunit of ribulose 
bisphosphate carboxylase/oxygenase (clone pPvSS965) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207156 

LIB3120-015-Q1-K1-G10 

BLASTX 

g2494076 

623 

3.0e-65 

128 

94 

NAD P- DEPENDENT GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE) (GLYCERALDEHYDE -3-PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbaginif olia] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207157 

LIB3120-015-Q1-K1-G11 

BLASTX 

gll72974 

345 



28450 



CI 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



8.0e-33 

70 
91 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L16 >gi_454860 
ribosomal protein L16 [Vigna unguiculata] 



(M80799) 



207158 

LIB3120-015-Q1-K1-G12 

BLASTN 

g3108292 

258 

1.0e-143 

305 
98 

Gossypium barbadense clone pXP158 repetitive DNA sequence 



207159 

LIB3120-015-Q1-K1-G2 

BLASTX 

g289920 

439 

8.0e-44 

87 

94 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypium 



207160 

LIB3120-015-Q1-K1-G6 

BLASTX 

g4539301 

194 

2.0e-15 

50 
74 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 

207161 

LIB3120-015-Q1-K1-G9 

BLASTX 

g543939 

458 

5.0e-46 

104 

78 

CHLOROPHYLL A-B BINDING PROTEIN CP24 PRECURSOR 

>gi_541819_pir S40210 chlorophyll a/b-binding protein CP24 

precursor - spinach >gi_437991_emb_CAA81105_ (Z25886) 20 
kDa protein of CP24 precursor protein [Spinacia oleracea] 

207162 

LIB3120-015-Q1-K1-H10 

BLASTX 

gl354515 

275 

2.0e-24 



28451 



CI 



Match length 


108 


% identity 


56 


NCBI Description 


(U55837) carbonic anhydrase [Populus tremula x 




tremuloides] 


Seq. No. 


207163 


Seq. ID 


LIB3120-015-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl346698 


BLAST score 


248 


E value 


3.0e-27 


Match length 


81 


% identity 


86 


NCBI Description 


PHOS PHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 




>gi_21272_emb_CAA48479_ (X68430) phosphoglycer< 




[Spinacia oleracea] 


Seq. No. 


207164 


Seq. ID 


LIB3120-015-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


520 


E value 


5.0e-53 


Match length 


107 


% identity 


"92 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Goss; 




hirsutum] 


Seq. No. 


207165 


Seq. ID 


LIB3120-015-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3738261 


BLAST score 


486 


E value 


3.0e-49 


Match length 


100 


% identity 


94 


NCBI Description 


(AB018412) chloroplast phosphoglycerate kinase 




nigra] 


Seq. No. 


207166 


Seq. ID 


LIB3120-015-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2317715 


BLAST score 


228 


E value 


2.0e-19 


Match length 


69 


% identity 


65 


NCBI Description 


(AF012942) HelD [Dictyostelium discoideum] 


Seq. No* 


207167 


Seq. ID 


LIB3120-015-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3250675 


BLAST score 


417 


E value 


5.0e-41 


Match length 


124 


% identity 


65 



kinase 



[Populus 



28452 



NCBI Description 



(AL024486) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207168 

LIB3120-015-Q1-K1-H6 

BLASTX 

g3335359 

152 

2.0e-10 

58 

55 

(AC003028) unknown protein [Arabidopsis thaliana] 
207169 

LIB3120-015-Q1-K1-H8 

BLASTX 

gll5470 

161 

1.0e-ll 

44 

70 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA46508_ (X65541) carbonic anhydrase 
[Arabidopsis thaliana] 

207170 

LIB3120-015-Q1-K1-H9 

BLASTX 

g!31397 

297 

5.0e-27 

106 

60 

OXYGEN- EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 phot osys tern II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597j?rf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

207171 

LIB3120-016-Q1-K1-A12 

BLASTX 

g2129559 

417 

5.0e-41 

137 

59 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 



28453 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207172 

LIB3120-016-Q1-K1-A3 

BLASTX 

gl351408 

352 

2.0e-33 

93 

75 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207173 

LIB3120-016-Q1-K1-A5 

BLASTX 

g2494076 

279 

7.0e-25 

56 

93 

NADP-DEPENDENT GLYCERALDEHYDE- 3- PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE ) ( GLYCERALDEHYDE- 3 - PHOS PHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbaginifolia] 



Seq* No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207174 

LIB3120-016-Q1-K1-A7 

BLASTX 

g289920 

462 

2.0e-46 

87 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207175 

LIB3120-016-Q1-K1-A9 

BLASTX 

g2130149 

459 

3.0e-46 

87 
100 

translation elongation factor eEF-1 alpha chain - maize 
(fragment) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207176 

LIB3120-016-Q1-K1-B12 

BLASTX 

gl346172 

222 



28454 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-18 

69 

68 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 
>gi__170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 

207177 

LIB3120-016-Q1-K1-B3 

BLASTX 

g!709825 

180 

1.0e-28 

142 
51 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

207178 

LIB3120-016-Q1-K1-B9 

BLASTX 

g4455226 

177 

7.0e-13 

115 

39 

(AL035440) putative protein [Arabidopsis thaliana] 
207179 

LIB3120-016-Q1-K1-C1 

BLASTX 

g3335365 

235 

6.0e-20 

70 

74 

(AC003028) high affinity calcium antiporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207180 

LIB3120-016-Q1-K1-C10 

BLASTX 

g228403 

320 

1.0e-29 

82 

76 

glycolate oxidase [Lens culinaris] 
207181 

LIB3120-016-Q1-K1-C12 

BLASTX 

g625547 

230 

1.0e-19 
68 



28455 



% identity 

NCBI Description 



72 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_4 93723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 


207182 


Seq. ID 


LIB3120-016-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl00196 


BLAST score 


341 


E value 


2.0e-32 


Match length 


78 


% identity 


82 


NCBI Description 


chlorophyll a/b-binding protein { 


Seq. No. 


207183 


Seq. ID 


LIB3120-016-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


402 


E value 


2.0e-39 


Match length 


81 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



cab-11) - tomato 



SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


207184 




Seq. ID 


LIB3120-016-Q1-K1-D10 




Method 


BLASTX 




NCBI GI 


g20729 




BLAST score 


209 




E value 


7.0e-17 




Match length 


77 




% identity 


61 




NCBI Description 


(X15190) precursor (AA -68 to 337) 


[Pisum sativum] 


Seq. No. 


207185 




Seq. ID 


LIB3120-016-Q1-K1-D3 




Method 


BLASTX 




NCBI GI 


gl352821 




BLAST score 


251 




E value 


5.0e-22 




Match length 


62 




% identity 


77 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 


SMALL CHAIN PRECURSOR 



Seq. No. 
Seq. ID 
Method 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207186 

LIB3120-016-Q1-K1-D7 
BLASTX 



28456 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2791423 
173 

2.0e-12 

52 
60 

(AL021185) bcp [Mycobacterium tuberculosis] 
207187 

LIB3120-016-Q1-K1-E9 

BLASTX 

gl352821 

147 

2.0e-09 

76 

43 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207188 

LIB3120-016-Q1-K1-F10 

BLASTX 

gl00616 

214 

1.0e-17 

69 

62 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_l 67093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare ] 

207189 

LIB3120-016-Q1-K1-F12 

BLASTX 

g4455251 

258 

8,0e-23 

59 

78 

(AL035523) magnesium-protoporphyrin IX 
methyltransferase-like protein [Arabidopsis thaliana] 

207190 

LIB3120-016-Q1-K1-F9 

BLASTX 

g3915089 

518 

8.0e-53 

105 

91 

TRANS -CINNAMATE 4 -MONOOXYGENASE (CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 

>gi_2144269_pir JC5129 trans-cinnamate 4 -mono oxygenase (EC 



28457 



# • 

1.14.13.11) A - Populus kitakamiensis 
>gi_1139561_dbj_BAA11579_ (D82815) cinnamic acid 
4 -hydroxylase [Populus kitakamiensis] 
>gi_1777370_dbj_BAA11576_ (D82812) cinnamic acid 
4-hydroxylase [Populus kitakamiensis] 



Seq. No. 


207191 


Seq. ID 


LIB3120-016-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g282833 


BLAST score 


217 


E value 


2.0e-17 


Match length 


57 


% identity 


81 


NCBI Description 


phosphoglycerate kinase 


Seq. No. 


207192 


Seq. ID 


LIB3120-016-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2244888 


BLAST score 


176 


E value 


4.0e-13 


Match length 


87 


% identity 


44 


NCBI Description 


(Z97338) similarity to 




thaliana] 


Seq. No. 


207193 


Seq. ID 


LIB3120-016-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2351380 


BLAST score 


143 


E value 


3.0e-09 


Match length 


86 


% identity 


36 



(EC 2.7.2.3) - spinach (fragment) 



[Arabidopsis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U54559) translation initiation factor eIF3 p40 subunit 
[Homo sapiens] >gi_4503515_ref_NPJD0374 7 . l_pEIF3S3_ UNKNOWN 

207194 

LIB3120-017-Q1-K1-A1 

BLASTX 

g3747111 

375 

5.0e-36 

119 

60 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 
207195 

LIB3120-017-Q1-K1-A10 

BLASTX 

g3915699 

434 

3.0e-43 

95 

85 

AMINOMETHYLTRANSFERA.SE PRECURSOR (GLYCINE CLEAVAGE SYSTEM T 



28458 



PROTEIN) >gi_541970_pir S40260 T-protein - garden pea 

>gi_1362061_pir S56661 glycine decarboxylase T protein 

precursor - garden pea >gi_438217__emb_CAA81080_ (Z25861) 
T-protein [Pisum sativum] >gi_3021553_emb_CAA10976_ 
(AJ222771) T protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207196 

LIB3120-017-Q1-K1-A11 

BLASTX 

g3914605 

293 

5.0e-29 

96 

66 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1 930__pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207197 

LIB3120-017-Q1-K1-A2 

BLASTX 

g3023752 

257 

9.0e-26 

100 

64 

FERREDOXIN I 
ferredoxin-I 



PRECURSOR >gi_1418982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 



207198 

LIB3120-017-Q1-K1-A5 

BLASTX 

g68200 

292 

2.0e-26 

109 

61 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi__22633_emb_CAA47293__ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

207199 

LIB3120-017-Q1-K1-A6 

BLASTX 

gl256259 

418 

4.0e-51 

124 

76 

(U50900) voltage-dependent anion channel protein [Spinacia 
oleracea] 



Seq. No. 
Seq. ID 



207200 

LIB3120-017-Q1-K1-B1 



28459 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% „ identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g289920 

570 

5.0e-59 

109 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



207201 

LIB3120-017-Q1-K1-B10 

BLASTX 

g2119012 

145 

1.0e-09 

40 

72 

hi stone 3.3A - chicken >gi_211851 
[Gallus gallus] 



(M11667) histone 3.3A 



207202 

LIB3120-017-Q1-K1-B11 

BLASTX 

g3850576 

532 

2.0e-54 

130 

82 

(AC005278) Strong similarity to gb_U04 968 nucleotide 
excision repair protein (ERCC2) from Cricetulus grisseus. 
[Arabidopsis thaliana] 

207203 

LIB3120-017-Q1-K1-B12 

BLASTX 

g!256259 

238 

3.0e-20 

103 

49 

(U50900) voltage-dependent anion channel protein [Spinacia 
oleracea] 

207204 

LIB3120-017-Q1-K1-B2 

BLASTX 

g4510387 

336 

1.0e-31 

80 

76 

(AC007017) unknown protein [Arabidopsis thaliana] 
207205 

LIB3120-017-Q1-K1-B4 

BLASTX 

g3063694 



28460 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168 

9.0e-12 

106 
43 

(AL022537) 



putative protein [Arabidopsis thaliana] 



207206 

LIB3120-017-Q1-K1-B5 

BLASTX 

gl071913 

296 

8.0e-27 

72 
81 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 

207207 

LIB3120-017-Q1-K1-B6 

BLASTX 

g3202024 

474 

8.0e-53 

128 

74 

(AF069315) thylakoid-bound L-ascorbate peroxidase precursor 
[Mesembryanthemum crystallinum] 

207208 

LIB3120-017-Q1-K1-B7 

BLASTX 

g2499497 

614 

4.0e-64 

142 

87 

PHOS PHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 
>gi_1161600_emb_CAA88841_ (Z48 977) phosphoglycerate kinase 
[Nicotiana tabacum] 

207209 

LIB3120-017-Q1-K1-B8 

BLASTX 

gl354515 

498 

1.0e-50 
121 

77 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

207210 

LIB3120-017-Q1-K1-B9 

BLASTX 

g3641868 

278 



28461 



Hi vol U.C 


1.0e-24 


i id. l l-ii ±ciiy lii 


71 


^ _LU.Gil L -L L y 


75 


NPRT Dpsrri "Dt" ion 

Ll J-J _i- w l-J V-^ -L- _L. _U \S A X 


(AJ011012) hypothetical protein [Cicer 


Q Pipr Ma 
O C ^ • IV \J . 


207211 


Sea. ID 


LIB3120-017-Q1-K1-C12 


lid 


BLASTX 


NCBI GI 


gl019946 


BLAST score 


585 


£j v d-L LLC 


1 Oe-60 


IXidLOIl -icily Lil 




x> _L Life; 11 L-L Ly 


91 


NCBI Description 


(U37060) ascorbate peroxidase [Gossypii 


O C ^ * LN \J • 


207212 


Seq. ID 


LIB3120-017-Q1-K1-C2 


Method 


BLASTX 


LN \s J_> -L -L 


a2239Q8£ 


BLAST score 


166 


E value 


1.0e-ll 


Maf r"h 1 on rr+" n 
naLL.ii iciiy lii 


70 


^ lLLClJX-LLy 




lNwDX UcbLIipLlUU 


f7fi.d.'3fiA^ a ni- h ran i 1 at" p N— h vd r ox vr innamo 




rni anthn*? rarvoohvllus 1 


Q /-v KTo 

DSCJ • LNU . 




Seq. ID 


LIB3120-017-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl21349 


BLAST score 


382 


E value 


3.0e-44 


Match length 


98 



% identity 

NCBI Description 



86 

GLUTAMINE SYNTHETASE SHOOT ISOZYME {GLUTAMATE — AMMONIA 
LIGASE) (CLONE LAMBDA-GS28) >gi_20368_emb__CAA324 61_ 
(X14245) cytosolic glutamine synthetase (AA 1-356) [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207214 

LIB3120-017-Q1-K1-C4 

BLASTX 

g2244847 

262 

5.0e-23 

81 

60 

(297337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207215 

LIB3120-017-Q1-K1-C5 

BLASTX 

gl352821 

330 

8.0e-31 
67 



28462 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



# 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207216 

LIB3120-017-Q1-K1-C7 

BLASTX 

gl00200 

408 

7.0e-40 

114 
69 

chlorophyll a/b-binding protein type I precursor - tomato 
207217 

LIB3120-017-Q1-K1-C8 

BLASTX 

g289920 

521 

2.0e-53 

100 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

207218 

LIB3120-017-Q1-K1-D1 
BLASTN 
g3241939 
44 

1.0e-15 
149 
70 

Arabidopsis thaliana chromosome II BAC T26J13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

207219 

LIB3120-017-Q1-K1-D12 
BLASTX 
gl345978 
528 

4.0e-54 
108 
84 

OMEGA- 6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi_457631 (L29214) omega-6 desaturase [Brassica napus] 

207220 

LIB3120-017-Q1-K1-D5 

BLASTX 

g3953473 

364 

1.0e-34 
131 



28463 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(AC002328) 



F2202.18 [Arabidopsis thaliana] 



207221 

LIB3120-017-Q1-K1-D6 

BLASTX 

gl781348 

455 

1.0e-45 

95 

92 

(Y10380) homologous to plastidic aldolases 
tuberosum] 



[Solanum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207222 

LIB3120-017-Q1-K1-D9 

BLASTX 

g303730 

416 

6.0e-41 

92 

89 , 

(D12540) GTP-binding protein [Pisum sativum] 

>gi_738933_prf 2001457A GTP-binding protein [Pisum 

sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



207223 

LIB3120-017-Q1-K1-E1 

BLASTX 

g421826 

234 

9.0e-20 

81 

57 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

207224 

LIB3120-017-Q1-K1-E12 

BLASTX 

g289920 

370 

1.0e-35 

84 

83 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

207225 

LIB3120-017-Q1-K1-E2 

BLASTX 

gl352821 

427 

3.0e-42 

85 

98 



28464 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1*1,39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207226 

LIB3120-017-Q1-K1-E3 

BLASTX 

g!22781 

405 

9.0e-40 

104 

70 

POTENTIAL HEME-BINDING PROTEIN PRECURSOR (ORF 229) 

>gi_82210_pir A05198 hypothetical protein 229 - common 

tobacco chloroplast >gi_11844_emb_CAA77364_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_225212_prf 1211235AT ORF 229 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207227 

LIB3120-017-Q1-K1-E5 

BLASTX 

gl352821 

653 

1.0e-68 

129 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207228 

LIB3120-017-Q1-K1-E6 

BLASTX 

g2961389 

414 

8.0e-41 

108 
69 

(AL022141) purple acid phosphatase like protein 
[Arabidopsis thaliana]' >gi_4006925_emb_CAB16853_ 



(Z99708) 



purple acid phosphatase like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207229 

LIB3120-017-Q1-K1-E7 

BLASTX 

g2501353 

661 

1.0e-69 

145 

89 

TRANSKETOLASE, 
transketolase 
(fragment) >gi 



CHLOROPLAST (TK) >gi_1084440_pir__S54300 
EC 2.2.1.1) 3 - Craterostigma plantagineum 
664901 emb CAA86607 (246646) transketolase 



28465 



[Craterostigma plantagineum] 



Seq. No. 


207230 


Seq. ID 


LIB3120-017-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


04538945 


BLAST score 


205 


R 1 np 

i— 1 V d _1_ Ui. t3 


6. 0e-18 


Match length 


97 




56 


NCBI Description 


( AT.04 9483} "Dill" si - i vp i dtpHoxi n f At^Ii i Hone; i ^ l-h^ 1 i pn^ 1 


Seq. No. 


207231 


Seq. ID 


LIB3120-017-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


601 


E value 


1.0e-62 


Match length 


119 


% identity 


92 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207232 

LIB3120-017-Q1-K1-F1 

BLASTX 

gl21689 

328 

2.0e-30 

57 

89 

GAST1 PROTEIN PRECURSOR >gi_100217_pir S22151 GAST1 

protein - tomato >gi_19247_emb_CAA44807_ (X63093) gastl 
[Lycopersicon esculentum] 

207233 

LIB3120-017-Q1-K1-F10 

BLASTX 

g2829751 

204 

6.0e-16 

110 

41 

MACROPHAGE MIGRATION INHIBITORY FACTOR HOMOLOG (BMMIF) 
>gi_1850559 (U88035) macrophage migration inhibitory factor 
[Brugia malayi] >gi_2190976 (AF002699) macrophage migration 
inhibitory factor [Brugia malayi] 

207234 

LIB3120-017-Q1-K1-F12 

BLASTX 

g625547 

368 

2.0e-35 



28466 



Match length 

% identity 

NCBI Description 



98 
74 

chlorophyll a/b-binding protein type I - common tobacco 

>gi_493723_emb_CAA45523_ (X64198) photosystem I 

light -harvesting chlorophyll a/b-binding protein [Nicotiana 

tabacum] 
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80 


% identity 


47 


NCBI Description 


(AC007048) putative proteir 




"hlnal \ anal 
la -L_L Cilia J 


oeq. NO. 
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Method 








DiiHoi score 
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+* r~*h 1 pnffth 
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104 


% identity 


25 


NCBI Description 


(AC005770) unknown protein 


Seq. No. 


207237 


Seq. ID 


LIB3120-017-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl32677 


BLAST score 


130 


E value 


1.0e-10 


Match length 


103 


% identity 


51 


NCBI Description 


50S RIBOSOMAL PROTEIN L15, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_71241_pir R5MUL5 ribosomal protein L15 precursor, 

chloroplast - Arabidopsis thaliana >gi_l€497_emb_CAA77593_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 

207238 

LIB3120-017-Q1-K1-F5 

BLASTX 

g4454012 

183 

2.0e-13 

74 

51 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

207239 

LIB3120-017-Q1-K1-F6 

BLASTX 

g2894593 



28467 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



423 

1.0e-41 

118 
71 

(AL021889) hypothetical protein [Arabidopsis thaliana] 
207240 

LIB3120-017-Q1-K1-F8 

BLASTX 

g461498 

203 

2.0e-21 

124 

47 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC—ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA49199__ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 


Z0 /z41 


beq. ID 




Method 


BLASTX 




giDyzo / £. 


BLAST score 


308 


E value 


2.0e-28 


Match length 


104 


% identity 


60 


NCBI Description 


(X91921) germinl [Arabidopsis thaliana 


Seq. No. 


207242 


Seq. ID 


LIB3120-017-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


313 


E value 


8.0e-29 


Match length 


80 


% identity 


80 


NCBI Description 


(AF067184) aquaporin 1 [Samanea saman] 


Seq. No. 


207243 


Seq. ID 


LIB3120-017-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3927831 


BLAST score 


488 


E value 


2.0e-49 


Match length 


112 


% identity 


82 


NCBI Description 


(AC005727) similar to mouse ankyrin 3 




thaliana] 


Seq. No. 


207244 


Seq. ID 


LIB3120-017-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


278 


E value 


4.0e-51 



[Arabidopsis 



28468 



Match length 

% identity 

NCBI Description 



107 
88 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207245 

LIB3120-017-Q1-K1-G2 

BLASTX 

g3096945 

417 

5.0e-41 

102 
77 

(AL023094) 
thaliana] 



putative auxin-regulated protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



207246 

LIB3120-017-Q1-K1-G3 

BLASTX 

gl345698 

274 

2.0e-24 

81 

67 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025__ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

207247 

LIB3120-017-Q1-K1-G5 

BLASTX 

g3914603 

276 

2.0e-24 

96 

60 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR {RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

207248 

LIB3120-017-Q1-K1-G8 

BLASTX 

g289920 

278 

2.0e-53 

138 

80 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

207249 

LIB3120-017-Q1-K1-G9 
BLASTX 



28469 



® 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!18564 
438 

l.Qe-43 

108 
77 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH- dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207250 

LIB3120-017-Q1-K1-H1 

BLASTX 

gll70028 

187 

4.0e-14 

43 

81 

GLUTAMATE-1- SEMI ALDEHYDE 2, 1-AMINOMUTASE 1 PRECURSOR (GSA 
1) (GLUTAMATE-1 -SEMI ALDEHYDE AMINOTRANSFERASE 1) ( GSA- AT 1) 
•>gi_454357 (U03773) 

glutamate-l-semialdehyde-2, 1-aminomutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207251 

LIB3120-017-Q1-K1-H11 

BLASTX 

gl709651 

194 

2.0e-15 

66 

68 

PLASTOCYANIN A PRECURSOR >gi_2117431_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207252 

LIB3120-017-Q1-K1-H5 

BLASTX 

g2055273 

665 

5.0e-70 

142 
87 

(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207253 

LIB3120-017-Q1-K1-H6 

BLASTX 

g2815246 

121 

5.0e-14 
55 



28470 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

62 

(X95709) 



class I type 2 metallothionein [Cicer arietinum] 



207254 

LIB3120-017-Q1-K1-H8 

BLASTX 

g2501011 

271 

3.0e-40 

143 

57 

ISOLEUCYL-TRNA SYNTHETASE 
>gi_l 6 5 2 62 5_dbj _BAA1 7 5 4 5_ 
synthetase [Synechocystis 



( ISOLEUCINE — TRNA LIGASE) (ILERS) 

(D90907) isoleucyl-tRNA 

sp.] 



207255 

LIB3120-018-Q1-K1-A10 

BLASTX 

g3292814 

167 

2.0e-15 

95 
53 

(AL031018) putative protein 



[Arabidopsis thaliana] 



207256 

LIB3120-018-Q1-K1-A11 

BLASTX 

g289920 

433 

3.0e-43 

80 
100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

207257 

LIB3120-018-Q1-K1-A2 

BLASTX 

g20729 

217 

1.0e-17 

78 

63 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 
207258 

LIB3120-018-Q1-K1-A3 

BLASTX 

g2662341 

466 

2.0e-64 

133 

95 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi__2 66234 7_dbj_BAA23660_ (D63583) EF-1 alpha 



28471 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207259 

LIB3120-018-Q1-K1-A8 

BLASTX 

gl894771 

151 

8.0e-10 

134 

34 

(Z92954) product highly similar to metabolite transport ' 
proteins [Bacillus subtilis] >gi_2636109_emb_CAB15600 . 1_ 
(Z99122) similar to metabolite transport protein [Bacillus 
subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207260 

LIB3120-018-Q1-K1-A9 

BLASTX 

g3757514 

538 

4.0e-55 

123 

84 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207261 

LIB3120-018-Q1-K1-B1 

BLASTX 

gl709825 

371 

1.0e-35 

132 

66 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207262 

LIB3120-018-Q1-K1-B10 

BLASTX 

g4176531 

307 

4.0e-28 

142 

45 

(AL035263) weak similarity to chick phosphatidylcholine-ste 
rol acetyltransferase [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207263 

LIB3120-018-Q1-K1-B12 

BLASTX 

g3023752 

296 

9.0e-27 

106 

59 

FERREDOXIN I PRECURSOR >gi_1418982_emb_CAA99756_ 



(Z75520) 



28472 



ferredoxin-I [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207264 

LIB3120-018-Q1-K1-B3 

BLASTX 

g3885511 

287 

7.0e-26 

75 

75 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 



oeq. wo. 


207265 




Seq. ID 


LIB3120-018- 


■Ql- 


Method 


BLASTX 




NCBI GI 


gl350956 




BLAST score 


322 




E value 


8.0e-30 




Match length 


71 




% identity 


89 




NCBI Description 


4 OS RIBOSOMAL 


Seq. No. 


207266 




Seq. ID 


LIB3120-018- 


-Ql 


Method 


BLASTX 




NCBI GI 


gl709846 




BLAST score 


255 




E value 


5.0e-22 




Match length 


79 




% identity 


45 




NCBI Description 


PHOTOSYSTEM 


II 



(S22) 



-K1-B6 



(U04336) 



22 kDa component of photosystem II 
esculentum] 



[Lycopersicon 



Seq. No. 


207267 


Seq. ID 


LIB3120-018-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2407279 


BLAST score 


439 


E value 


6.0e-44 


Match length 


89 


% identity 


93 


NCBI Description 


(AF017362) aldolase [Oryza 


Seq. No. 


207268 


Seq. ID 


LIB3120-018-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g416690 


BLAST score 


265 


E value 


4.0e-23 


Match length 


76 


% identity 


68 


NCBI Description 


AUXIN-INDUCED PROTEIN 15A 




auxin-induced protein 15A 



(S44172) orf 15A [Glycine max=soybeans, cv. 
82 aa] [Glycine max] 



Wayne, Peptide, 



28473 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



207269 

LIB3120-018-Q1-K1-C10 

BLASTX 

g2827141 

181 

2.0e-13 

49 

71 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207270 

LIB3120-018-Q1-K1-C11 

BLASTX 

g4415916 

323 

6.0e-30 
116 
54 

(AC006282) 
thaliana] 



putative pectin methylesterase [Arabidopsis 



207271 

LIB3120-018-Q1-K1-C12 

BLASTX 

gl354515 

325 

4.0e-30 

144 

52 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207272 

LIB3120-018-Q1-K1-C3 

BLASTX 

g3914442 

428 

2.0e-42 

97 

84 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

207273 

LIB3120-018-Q1-K1-C5 

BLASTX 

g430947 

378 

1.0e-36 

97 

78 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



28474 



# 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207274 

LIB3120-018-Q1-K1-C6 

BLASTX 

gll7290 

328 

2.0e-30 

132 

52 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 

(P36) (E30) >gi_100071_pir S23774 triose 

phosphate/3-phosphoglycerate/phosphate translocator 
precursor - garden pea >gi_20691_emb_CAA38451_ (X54639) 
chloroplast import receptor p36 [Pisum sativum] 
>gi__20853_emb_CAA48210_ (X68077) phosphate translocator 

[Pisum sativum] >gi_228551_prf 1805409A phosphate 

translocator [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207275 

LIB3120-018-Q1-K1-C7 

BLASTX 

g!31397 

261 

8.0e-23 

126 

49 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>giJ755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

207276 

LIB3120-018-Q1-K1-C9 

BLASTX 

gl31176 

268 

2.0e-23 

59 

88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 
(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 

>gi_72683_pir F1BH4 photosystem I chain IV precursor - 

barley >gi_19087__emb_CAA68782_ (Y00966) psa2 preprotein (AA 

-46 to 101) [Hordeum vulgare] >gi_22 6163_prf 1413233A 

10.8kD photosystem I protein [Hordeum vulgare var. 
distichum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207277 

LIB3120-018-Q1-K1-D1 

BLASTX 

gll5765 

371 

1.0e-35 
90 



28475 



% identity 

NCBI Description 



74 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi__22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



oeq. ino . 


9m 978 


UC^i J-Lf 


T,TR31?0-018-Ol-Kl-Dll 




RT.A^TY 

0±JiT.O 1 /V 




all81599 


BLAST score 


402 


E value 


2.0e-39 


Match length 


110 


% identity 


73 


NCBI Description 


(D83007) subunit of photosystem I 


Seq. No. 


207279 


Seq. ID 


LIB3120-018-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


gll70897 


BLAST score 


257 


E value 


2.0e-22 


Match length 


61 


% identity 


85 


NCBI Description 


MALATE DEHYDROGENASE, GLYOXYSOMAL 



[Cucumis sativus] 



>gi_1076276_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207280 

LIB3120-018-Q1-K1-D7 

BLASTX 

g4263778 

433 

6.0e-43 
116 
68 

(AC006068) 
thaliana] 



putative serine carboxypeptidase II [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



207281 

LIB3120-018-Q1-K1-D8 

BLASTX 

g3096945 

440 

8.0e-44 

102 

82 

(AL023094) putative auxin-regulated protein [Arabidopsis 
thaliana] 

207282 

LIB3120-018-Q1-K1-D9 



28476 



® 



Method BLASTX 

NCBI GI g2662310 

BLAST score 190 

E value 6.0e-15 

Match length 65 

% identity 62 

NCBI Description (AB009307) bpwl [Hordeum vulgare] 

Seq. No. 207283 

Seq. ID LIB3120-018-Q1-K1-E1 

Method BLASTX 

NCBI GI gl33872 

BLAST score 295 

E value 7.0e-27 

Match length 93 

% identity 69 



NCBI Description 30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast - 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060_emb_CAA46927__ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207284 

LIB3120-018-Q1-K1-E10 

BLASTX 

g3914603 

579 

6.0e-60 

143 

78 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207285 

LIB3120-018-Q1-K1-E3 

BLASTX 

g421826 

518 

5.0e-53 

109 

87 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



207286 

LIB3120-018-Q1-K1-E4 

BLASTX 

g3738306 

155 

3.0e-10 

42 

69 



28477 



II 



NCBI Description (AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207287 

LIB3120-018-Q1-K1-E5 

BLASTX 

g266893 

438 

9.0e-44 

88 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67 674) rubisco activase [Cucumis 
sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207288 

LIB3120-018-Q1-K1-E9 

BLASTX 

gl352821 

253 

4.0e-22 

57 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


207289 


Seq. ID 


LIB3120-018-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4539009 


BLAST score 


251 


E value 


7.0e-22 


Match length 


85 


% identity 


52 


NCBI Description 


(AL049481) putative protein [Arabidopsis thaliana] 


Seq. No. 


207290 


Seq. ID 


LIB3120-018-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


313 


E value 


6.0e-29 


Match length 


83 


% identity 


78 


NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


207291 


Seq. ID 


LIB3120-018-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl363479 


BLAST score 


273 


E value 


2.0e-24 



28478 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
66 

photosystem I protein psaL - cucumber 

>gi_801740__dbjJBAA09047_ (D50456) PsaL [Cucumis sativus] 
207292 

LIB3120-018-Q1-K1-F9 

BLASTX 

g267120 

246 

6.0e-21 

91 

58 

THIOREDOXIN F-TYPE PRECURSOR (TRX-F) >gi_100070_pir S20929 

thioredoxin f precursor - garden pea 

>gi_20907_emb_CAA45098_ (X63537) thioredoxin F [Pisum 
sativum] >gi_1388086 (U35830) thioredoxin f [Pisum sativum] 

207293 

LIB3120-018-Q1-K1-G10 

BLASTX 

gl36707 

289 

3.0e-26 

88 

66 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

207294 

LIB3120-018-Q1-K1-G11 

BLASTX 

g430947 

432 

9.0e-43 

109 

80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

207295 

LIB3120-018-Q1-K1-G12 

BLASTX 

gl352821 

349 

2.0e-33 

76 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__4 50505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



28479 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207296 

LIB3120-018-Q1-K1-G3 

BLASTX 

g3378661 

239 

2.0e-20 

96 

51 

(Y13048) putative outward rectifying potassium channel 
StKCOl [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207297 

LIB3120-018-Q1-K1-G4 

BLASTX 

gl353352 

175 

8.0e-13 

48 
73 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207298 

LIB3120-018-Q1-K1-G5 

BLASTX 

gl23650 

506 

2.0e-51 

98 
98 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_82245_pir S03250 heat 

shock protein 70 (clone pMON9743) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 

207299 

LIB3120-018-Q1-K1-G6 

BLASTX 

gl20669 

557 

1.0e-57 

112 

92 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_66014__pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb__CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207300 

LIB3120-018-Q1-K1-G8 

BLASTX 

g4151319 

288 

3.0e-26 
81 



28480 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

(AF089084) putative auxin efflux carrier protein; AtPINl 
[Arabidopsis thaliana] 



207301 

LIB3120-018-Q1-K1-H10 

BLASTX 

gl354515 

180 

2.0e-13 

73 
58 

(U55837) carbonic anhydrase 
tremuloides] 



[Populus tremula x Populus 



207302 

LIB3120-018-Q1-K1-H11 

BLASTX 

gl592672 

387 

2.0e-37 

116 

64 

(X91921) germinl [Arabidopsis thaliana] 



207303 

LIB3120-018-Q1-K1-H12 

BLASTX 

g2494415 

337 

6.0e-32 

87 

83 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 



CHLOROPLAST PRECURSOR 
1-PHOSPHOHYDROLASE ) ( FBPASE ) 



>gi_515747 (L34841) fructose-1, 6-bisphosphatase [Glycine 



max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207304 

LIB3120-018-Q1-K1-H2 

BLASTX 

g231610 

315 

3.0e-29 

92 

73 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_6788Q_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

207305 

LIB3120-018-Q1-K1-H3 

BLASTN 

gl9784 

49 



28481 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-18 

175 
85 

N.tabacum atpC mRNA for gamma subunit of ATP synthase 
207306 

LIB3120-018-Q1-K1-H7 

BLASTX 

gl709825 

362 

9.0e-35 

100 

74 

PHOTOSYSTEM 
(PSI-N) >gi 



I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207307 

LIB3120-018-Q1-K1-H8 

BLASTX 

g2239091 

258 

2.0e-22 

104 

56 

(Z84571) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 

207308 

LIB3120-018-Q1-K1-H9 

BLASTX 

gl352821 

284 

2.0e-25 

86 

71 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207309 

LIB3120-018-Q1-K2-A1 

BLASTX 

g3395588 

170 

5.0e-12 

84 

44 

(AL03117 9) serine-threonine protein phosphatase 
[Schizosaccharomyces pombe] 

207310 

LIB3120-018-Q1-K2-A2 

BLASTX 

g20729 

416 



28482 



E value 


7 n<a-41 
/ . U fc: *± -L 


Match length 




% identity 


/ z 


NOrii Description 


/vi m TiT^rnr^CiT (AA -68 to 337) 


beq. No. 


9 07^1 1 
Z U / Oil 


beq. 1JJ 


T TR^1 90 — 01 fi-OI -K9— A3 


Method 


dliiiJ 1 A 


NCBI GI 


g2662343 


BLAST score 


144 , 


E value 




Match length 


1 0£ 


% identity 


0 / 


nujdx uescnpr-ion 


l 1J O J J O X j £j £ J. d _l Lyiict. [_ ^-^ -i- _y <£■ ex oo. v a j 


Seq. No. 


9 07 "5 1 9 
ZU / J1Z 


beq. id 


T TR^1 90-01 R-H1 -K9-A4 


Method 


DT 7\C rpv 

oijAb 1A 


VIpDT (IT 


al 894771 


BLAST score 


149 


E value 


1.0e-09 


Match length 


130 


% identity 


35 


itfSBI Description 


(Z92954) product highly similar to 



(299122) similar to metabolite transport protein [Bacillus 
subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207313 

LIB3120-018-Q1-K2-B1 

BLASTX 

gl709825 

388 

1.0e-37 

133 

67 

PH0T0SYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207314 

LIB3120-018-Q1-K2-B3 

BLASTX 

g3885511 

426 

5.0e-42 

105 

80 

(AF084200) similar to PSI- 
barley [Medicago sativa] 



K subunit of photosysteirt I from 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



207315 

LIB3120-018-Q1-K2-B4 

BLASTX 

gl781348 

535 

8.0e-55 
112 



28483 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 

207316 

LIB3120-018-Q1-K2-B6 

BLASTX 

gl350956 

151 

4.0e-10 

56 

59 

40S RIBOSOMAL PROTEIN S20 <S22) 
207317 

LIB3120-018-Q1-K2-C2 

BLASTX 

gll7290 

315 

5.0e-29 

130 

52 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 

(P36) (E30) >gi_100071_pir S23774 triose 

phosphate/3-phosphoglycerate/phosphate translocator 
precursor - garden pea >gi_20691_emb_CAA38451_ (X54639) 
chloroplast import receptor p3 6 [Pisum sativum] 
>gi 20853_emb_CAA48210_ (X68077) phosphate translocator 

[Pisum sativum] >gi_228551_prf 1805409A phosphate 

translocator [Pisum sativum] 

207318 

LIB3120-018-Q1-K2-C3 

BLASTX 

g3914442 

469 

4.0e-47 

137 

69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

207319 

LIB3120-018-Q1-K2-C5 

BLASTX 

g99487 

154 

3.0e-10 

88 

50 

chlorophyll a/b-binding protein (clone pINEab 43) - Scotch 
pine >gi_20794_emb_CAA41407_ (X58517) Type III chlorophyll 
a /b-binding protein [Pinus sylvestris] 



Seq. No. 
Seq. ID 



207320 

LIB3120-018-Q1-K2-C6 



28484 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3249081 

225 

2.0e-18 

79 

53 

(AC004473) Strong similarity to AR0GP2 gene gb_1762634 from 
Lycopersicon esculentum. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207321 

LIB3120-018-Q1-K2-C7 

BLASTX 

g!31397 

327 

2.0e-30 

143 

53 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597__prf 1307 17 9B luminal protein 16kD 

[Spinacia oleracea] 

207322 

LIB3120-018-Q1-K2-D1 

BLASTX 

g!15765 

514 

3.0e-52 

123 

76 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201jpir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_226546_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

207323 

LIB3120-018-Q1-K2-D2 

BLASTX 

gl!70897 

419 

3.0e-41 

92 

89 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_1076276_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 



Seq. No. 



207324 



28485 



OCL| » X Is 


LIB3120-018-O1-K2-D4 


Mp1~ hnri 


BLASTX 


IN JJ X OX 


a3096945 


BLAST score 


361 


E value 


2.0e-34 


Ma'lT'h ~\ /~r4- 1^ 
riaLOIl xeily lii 


1 no 


lQenticy 


7 S 


jnL/DX uescr ipT,xon 


^r^xiU<£. O VJ _? 4 ^ UULdLl Vc aUAlil IC( 




LllClXXClilCl J 




907*39 R 


Spa ID 


LIB3120-018-O1-K2-D5 


Mp t*horJ 


BLASTX 


NCBI GI 


g2911073 


BLAST score 


194 


SL value 


q np-1 S 
a < uc x 


LYlaLCn XeiiyT-Ii 


70 


^ luentiLy 






(AT. 021 9601 outative Drotein 


Can' Mn 
Dc4 • LNU > 


907 ^96 


JCL| ■ X xv 


LIB312 0-018 -01-K2-D6 




BLASTN 


MpRT ftT 
INV^DX OX 


rrl350521 


BLAST score 


34 


E value 


2.0e-09 


TUT --\ +- /-^ V» T ^■fl/'f^Vl 

naUCIl Xen.yL.IX 


69 


% identity 


Q Q 
O ^ 


NCBI Description 


Jricea gidUCa laLc eiTLux yuy Gilts 






oeq. NO. 


907^97 


UCV^ • X Lv 


T.TR3190-01R-O1-K2-D7 




JDxxrt.0 ± A. 


NCBI GI 


gl706082 


BLAST score 


533 


E value 


1.0e-54 


Match length 


142 


% identity 


70 


NCBI Description 


SERINE CARBOXY PEPTIDASE II-3 



(EMB2) 



PRECURSOR (CP-MI I. 3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 

CP-MII . 3=serine carboxypeptidase [Hordeum vulgare=barley f 

cv. Alexis, aleurone, Peptide, 516 aa] 

>gi_474392_emb_CAA55478_ (X78877) serine carboxylase II-3 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
-NCBI Description 



207328 

LIB3120-018-Q1-K2-E3 

BLASTX 

g445116 

638 

6.0e-67 

134 

89 

light-harvesting complex Ila protein; 



[Hordeum vulgare] 



28486 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207329 

LIB3120-018-Q1-K2-E5 

BLASTX 

gl00614 

654 

9.0e-69 

141 

87 

ribulose-bisphosphate carboxylase activase A long form 
precursor - barley (fragment) >gi_167089 (M55446) ribulose 
1, 5-bisphosphate carboxylase activase [Hordeum vulgare] 



Seq. No. 


207330 


Seq. ID 


LIB3120-018-Q1-K2-E6 


Method 


BLASTX 


NCBI GI 


g3738306 


BLAST score 


148 


E value 


2.0e-09 


Match length 


42 


% identity 


67 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thai 


Seq. No. 


207331 


Seq. ID 


LIB3120-018-Q1-K2-E7 


Method 


BLASTX 


NCBI GI 


gl31393 


BLAST score 


269 


E value 


1.0e-23 


Match length 


113 


% identity 


57 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR 



EE2) (23 KD 

SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_100360__pir S15005 photosystem II oxygen-evolving 

complex protein 2 - common tobacco 

>gi_19911_emb_CAA39039.1_ (X55354) photosystem II 23kDa 
polypeptide [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207332 

LIB3120-018-Q1-K2-F5 

BLASTX 

gl363479 

465 

1.0e-46 

126 
75 

photosystem I protein psaL - cucumber 

>gi_801740_dbj_BAA09047_ (D50456) PsaL [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207333 

LIB3120-018-Q1-K2-F6 

BLASTX 

g3875463 

189 

3.0e-14 

127 

36 

(£68341) predicted using Genefinder; Similarity to Human 



28487 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SNF2alpha protein (PIR Acc. No. S45251) ; cDNA EST 
EMBL:D26678 comes from this gene; cDNA EST EMBL:D26681 
comes from this gene; cDNA EST EMBL:D26680 comes from this 
gene; ... >gi_38794 68_emb_CAA92978_ (Z68751) predicted 
using Genefinder; Similarity to Human SNF2alpha protein 
(PIR Acc. No. S45251); cDNA EST EMBL:D26678 comes from this 
gene; cDNA EST EMBL:D26681 comes from this gene; cDNA EST 
EMBL:D26680 comes from this gene; 

207334 

LIB3120-018-Q1-K2-G2 

BLASTX 

g!20669 

469 

4.0e~47 

134 

68 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase {EC 1.2.1.12} - Magnolia liliiflora 
>gi_19566_emb_CAA42905__ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

207335 

LIB3120-018-Q1-K2-G3 

BLASTX 

g2181186 

246 

5.0e-21 

123 

41 

(X97323) outward rectifying potassium channel KCOl 
[Arabidopsis thaliana] >gi_2230761_emb_CAA69158__ (Y07825) 
kcol [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207336 

LIB3120-018-Q1-K2-G4 

BLASTX 

g!353352 

305 

8.0e-28 

90 

71 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207337 

LIB3120-018-Q1-K2-G5 

BLASTX 

gl076746 

596 

6.0e-62 

118 

96 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 



28488 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



207338 

LIB3120-018-Q1-K2-G6 

BLASTX 

gl20669 

407 

2.0e-40 

112 

79 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207339 

LIB3120-018-Q1-K2-G8 

BLASTX 

g4151319 

328 

1.0e-30 

114 

66 

(AF089084) putative auxin efflux carrier protein; AtPINl 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207340 

LIB3120-018-Q1-K2-H2 

BLASTX 

g231610 

349 

5.0e-33 

79 

87 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gaimna chain precursor, chloroplast » common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207341 

LIB3120-018-Q1-K2-H3 

BLASTX 

g231610 

362 

2.0e-34 

121 

64 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 



207342 

LIB3120-018-Q1-K2-H5 
BLASTX 



28489 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g430947 
231 

2.0e-19 

95 

55 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

207343 

LIB3120-018-Q1-K2-H7 

BLASTX 

gl709825 

267 

4.0e-26 

86 

73 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

207344 

LIB3120-018-Q1-K2-H8 

BLASTX 

g2239085 

291 

3.0e-26 

136 

49 

(Z84384) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207345 

LIB3120-019-Q1-K1-A11 

BLASTX 

g4090935 

249 

3.0e-21 
127 
43 

(AF028719) 
518 1 ] 



DNA polymerase type I [Rhodothermus sp* 1 ITI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207346 

LIB3120-019-Q1-K1-A2 

BLASTX 

g4455208 

439 

1.0e-43 

106 

76 

(AL035440) putative protein [Arabidopsis thaliana] 
207347 

LIB3120-019-Q1-K1-A3 

BLASTX 

gl063400 

157 

1.0e-10 



28490 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 
42 

(X92888) glycolate oxidase [Lycopersicon esculentum] 



207348 

LIB3120-019-Q1-K1-A4 

BLASTX 

g3820978 

274 

2.0e-24 

110 
48 

(AL031228) dJ1033B10.2 
cerevisiae YER082C, M. 
[Homo sapiens] 



(WD40 protein BING4 (similar to S. 
sexta MNG10 and C. elegans F28D1.1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207349 

LIB3120-019-Q1-K1-A7 

BLASTX 

gl66702 

517 

1.0e-52 

138 
75 

(M64114) glyceraldehyde 3-phosphate dehydrogenase A subunit 
[Arabidopsis thaliana] 



Seq. No. 


207350 


Seq. ID 


LIB3120-019-Q1-K1- 


Method 


BLASTX 


NCBI GI 


g461999 


BLAST score 


455 


E value 


2.0e-45 


Match length 


125 


% identity 


73 


NCBI Description 


ELONGATION FACTOR 


Seq. No. 


207351 


Seq. ID 


LIB3120-019-Q1-K1- 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


369 


E value 


2.0e-35 


Match length 


108 


% identity 


69 


NCBI Description 


(D83007) subunit 


Seq. No. 


207352 


Seq. ID 


LIB3120-019-Q1-K1 


Method 


BLASTX 


NCBI GI 


g4027897 


BLAST score 


541 


E value 


2.0e-55 


Match length 


120 


% identity 


81 


NCBI Description 


(AF04 9353) alpha- 



CHLOROPLAST PRECURSOR (EF-G) 



I [Cucumis sativus] 



28491 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207353 

LIB3120-019-Q1-K1-B10 

BLASTX 

g3158474 

355 

1.0e-33 

102 

73 

(AF067184) aquaporin 1 



[Samanea saman] 



Seq. No. 207354 

Seq. ID LIB3120-019-Q1-K1-B11 

Method BLASTX 

NCBI GI g2347189 

BLAST score 271 

E value 8.0e-24 

Match length 90 

% identity 57 _ 

NCBI Description (AC002338) hypothetical protein [Arabidopsis thaliana] 

>gi_3150399 (AC004165) hypothetical protein [Arabidopsis 

thaliana] 

Seq. No. 207355 

Seq. ID LIB3120-019-Q1-K1-B2 

Method BLASTX 

NCBI GI g430947 

BLAST score 500 

E value 1.0e-50 

Match length 124 

% identity 81 

NCBI Description (U01103) PSI type III chlorophyll a/b-bindmg protein 
[Arabidopsis thaliana] 

Seq. No. 207356 

Seq. ID LIB3120-019-Q1-K1-B4 

Method BLASTX 

NCBI GI g2950210 

BLAST score 213 

E value 2.0e-17 

Match length 54 

% identity 76 

NCBI Description (Y14615) Importin alpha-like protein [Arabidopsis thaliana] 

Seq. No. 207357 

Seq. ID LIB3120-019-Q1-K1-B5 

Method BLASTX 

NCBI GI g4105269 

BLAST score 280 

E value 7.0e-25 

Match length 149 

% identity 46 

NCBI Description (AF044574) putative peroxisomal 2, 4-dienoyl-CoA reductase 
[Rattus norvegicus] 



Seq. No. 207358 

Seq. ID LIB3120-019-Q1-K1-B7 

Method BLASTX 



28492 



NCBI GI 


g4558556 ir 




97 

c. f \J 


E value 


2.0e-24 


Match length 


142 


% identity 


43 


NCBI Description 


(AC007138) predicted protein of unknown function 




[Arabidopsis thaliana] 


Seq. No. 


207359 


Seq. ID 


LIB3120-019-Q1-K1-B8 


Method 


BLASTX 




y ji o ± i 


BLAST score 


247 


E value 


5.0e-21 


Match length 


95 


% identity 


57 


NCBI Description 


(AL031018) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


207360 


Seq. ID 


LIB3120-019-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl362152 


BLAST score 


606 


E value 




Match length 


147 


% identity 


78 


NCBI Description 


ribosomal protein S6 kinase homolog (clone Aspkll) - oat 




>gi_87198 6_emb_CAA56313_ (X79992) putative pp70 ribosomal 




protein S6 kinase [Avena sativa] 


Seq. No. 


207361 


Seq. ID 


LIB3120-019-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


629 


E value 


8.0e-66 


Match length 


116 


% identity 


98 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



207362 

LIB3120-019-Q1-K1-C3 

BLASTX 

g3063710 

454 

3.0e-45 

133 

71 

(AL022537) putative protein [Arabidopsis thaliana] 
207363 

LIB3120-019-Q1-K1-C4 
BLASTX 



28493 



NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



g3183285 
143 

7.0e-09 

124 
35 

HYPOTHETICAL 54.4 KD PROTEIN IN AROH-NLPC INTERGENIC REGION 
>gi_1742787_dbj_BAA15475_ (D90813) ORF_ID : o322#7 ; similar 
to [SwissProt Accession Number Q06373] [Escherichia coli] 
>gi_1787999 (AE000266) orf, hypothetical protein 
[Escherichia coli] 





207364 


beg. iu 


T TU^1 90-01 Q-D1 -K1 -fS 


Method 


BLASTX 


NCBI GI 


g4559372 


BLAST score 




E value 


J . ue-zo 


Match length 


O 1 

ol 


■6 identity 


I o 


NCBI Description 


(ACUUboooJ putative uunoIbjnd proxzem [araDiaopsib i,iidx_Lciiici 


Seq. No. 


ZU / JDJ 


Seq. ID 


LIB31zU-Uiy-Ql-Kl-Ub 


Method 




NCBI GI 


g2245068 


BLAST score 


480 


E value 


2.0e-48 


Match length 


125 


% identity 


74 


NCBI Description 


(Z97342) serine protease homolog [Arabidopsis thaliana] 


Seq. No. 


207366 


Seq. ID 


LIB3120-019-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


386 


E value 


2.0e-37 


Match length 


77 


% identity 


91 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207367 

LIB3120-019-Q1-K1-C8 

BLASTX 

g2191175 

162 

4.0e-ll 
118 
43 

(AF007270) 
thaliana] 



A IG002P16.24 gene product [Arabidopsis 



Seq. No. 



207368 



28494 



Sea ID 


LIB3120-019-Q1-K1-C9 




i J." UilwU, 


BLASTX 






rrl "31 ^fi S 






.J OJ 




E value 


3.0e-58 




Match length 


135 






84 


33 


WCRT Hp^^t i nt - "i nn 


OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (0EE1) 




SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) 


(32 




THYLAKOID MEMBRANE PROTEIN) 




uc^. (J • 


907369 




Sea ID 


LIB3120-019-Q1-K1-D10 




Mpthoti 

1-1^ OllVU 


BLASTX 




NCBI GI 


g3135611 




BLAST score 


435 




p va 1 hp 


2.0e-47 




M^1~pVi 1 pnrrhh 


124 




& "i H&nt"i t"\7 
o lucii i l uy 


68 




1M \> J_) J. UCuul L-LU11 


(AF062485) cellulose synthase [Arabidopsis thaliana] 




OcCJ • INvj • 






q prr TD 


LIB3120-019-O1-K1-D11 




i v ietnou 


RT a^TY 

OlxrlO 1 A. 




NCBI GI 


rrl 91 fift Q 
g ±ZJ. DO .7 






395 




E value 


2.0e-38 




Match length 


89 






71 






GAST1 PROTEIN PRECURSOR >gi 100217 pir S22151 GAST1 




protein - tomato >gi 19247 emb CAA44807_ (X63093) gastl 




[Lycopersicon esculentum] 






207371 




Seq. ID 


LIB3120-019-Q1-K1-D12 




Method 


BLASTX 




NCBI GI 


gll73347 




BLAST score 


486 




E value 


5.0e-49 




Match length 


108 





KD 
1 KD 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED(1,7) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265__emb_CAA46507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 

207372 

LIB3120-019-Q1-K1-D2 

BLASTX 

g4432821 

143 

8.0e-09 

48 

62 

(AC006593) putative transmembrane protein [Arabidopsis 



28495 





thalianal 


0 0 rr Kirs 




OC^' XL/ 


LTR3120-019-O1-K1-D5 




BLASTX 


NCBI GI 


g3953471 


BLAST score 


230 


J_j V Cl-L LLC 


4 . Oe-19 


Mafrh 1 on n't" n 


65 




68 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis 




907*374 


Sea ID 


LIB3120-019-Q1-K1-D6 


M^t* h oH 

L ie lL'wi"wl. 


BLASTX 




a3850111 


BLAST score 


238 


E value 


6.0e-20 


Mat ph 1 (^TirfhVi 
Lia.L-Sw.li icny uii 


140 


0 lUCULltj 


41 




f AT.O^^fifi } hvnnthetical intearal 




i nvolvement in lir>id metabolism. 




907*37^ 


OtSCJ. XJJ 


T.TPt*31 90-01 Q-OI -K1 -D7 


Moi" Vi or? 
L*lti LUUU 


Lj±J£\kj X LN 




ci9687434 


BLAST score 


325 


E value 


0.0e+00 


riduv-ii Xciiyuii 




T /"J /~N -| t r 




in^dx uescj-iption 


CiUui y j^iixct xutyXua xaxyc o uxjuxij. l. 








907*376 


Sea. ID 


LIB3120-019-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g266893 


BLAST score 


768 


E value 


4*0e-82 


Match length 


151 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

RIBUL0SE BISPH0SPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISC0 ACTIVASE) >gi_322416_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 

207377 

LIB3120-019-Q1-K1-E1 

BLASTX 

g3080400 

308 

3.0e-28 

65 

89 

(AL022603) putative protein [Arabidopsis thaliana] 



28496 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_4455264_emb_CAB36800.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 

207378 

LIB3120-019-Q1-K1-E10 

BLASTX 

gl929406 

357 

7.0e-34 

93 

72 

(Z93769) protein phosphatase type 1 [Nicotiana tabacum] 
207379 

LIB3120-019-Q1-K1-E11 

BLASTX 

g289920 

759 

5.0e-81 

143 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

207380 

LIB3120-019-Q1-K1-E12 

BLASTX 

gll9150 

745 

2.0e-79 

145 

97 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618__ (X1444 9) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

207381 

LIB3120-019-Q1-K1-E2 

BLASTX 

gl814407 

657 

4.0e-69 

138 

93 

(U84891) H+-transporting ATPase [Mesembryanthemum 
crystallinum] 

207382 

LIB3120-019-Q1-K1-E5 

BLASTX 

g2911043 

216 

2.0e-17 
111 



28497 



II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(AL021961) 



putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



207383 

LIB3120-019-Q1-K1-E7 

BLASTX 

gl34101 

470 

2.0e-47 

117 

84 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT (60 KD 
CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_72958_pir HHCSBA ribulose-bisphosphate carboxylase 

subunit-binding protein alpha chain - castor bean 
(fragment) 

207384 

LIB3120-019-Q1-K1-E8 

BLASTX 

gl352821 

465 

5.0e-66 

137 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207385 

LIB3120-019-Q1-K1-E9 

BLASTX 

g973313 

278 

6.0e-25 

70 

77 

(U30250) myo-inositol 1-phosphate synthase isozyme-2 
[Arabidopsis thaliana] 

207386 

LIB3120-019-Q1-K1-F10 

BLASTX 

g4454044 

145 

5.0e-09 

34 

76 

(AL035394) putative Ap2 domain protein [Arabidopsis 
thaliana] 

207387 

LIB3120-019-Q1-K1-F11 

BLASTX 

g3511285 



28498 



BLAST score 


668 


E value 


2.0e-70 


Match length 


141 


% identity 


85 


NCBI Description 


(AF081534) cellulose synthase [Populus alba x Populus 




tremula] 


Seq. No. 


207388 


Seq. ID 


LIB3120-019-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2980793 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


120 


% identity 


34 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana] 


Seq. No. 


207389 


Seq. ID 


LIB3120-019-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl019946 


BLAST score 


698 


E value 


6.0e-74 


Match length 


133 


% identity 


98 


NCBI Description 


(U37060) ascorbate peroxidase [Gossypium hirsutum] 


Seq. No. 


207390 


Seq. ID 


LIB3120-019-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl346156 


BLAST score 


681 


E value 


7.0e-72 


Match length 


148 


% identity 


91 


NCBI Description 


SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 2 PRECURSOR 




(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 




(SHMT) >gi_481943_pir S40213 glycine 




hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 




>gi_437997_emb_CAA81079_ (Z25860) glycine 




hydroxymethyltransf erase [Flaveria pringlei] 


Seq. No. 


207391 


Seq. ID 


LIB3120-019-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl653230 


BLAST score 


155 


E value 


3.0e-10 


Match length 


59 


% identity 


54 


NCBI Description 


(D90912) hypothetical protein [Synechocystis sp.] 


Seq. No. 


207392 


Seq. ID 


LIB3120-019-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gI352821 


BLAST score 


631 



28499 



E value 
Match length 
% identity 
NCBI Description 



5.0e-66 

118 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207393 

LIB3120-019-Q1-K1-F8 

BLASTX 

g2306917 

273 

3.0e-24 

83 
65 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207394 

LIB3120-019-Q1-K1-G1 

BLASTX 

g289920 

463 

9.0e-54 

108 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207395 

LIB3120-019-Q1-K1-G11 

BLASTX 

g4325338 

486 

5.0e-49 

108 
80 

(AF128392) No definition line found [Arabidopsis thaliana] 



207396 

LIB3120-019-Q1-K1-G12 

BLASTX 

g505482 

571 

3.0e-59 

116 

93 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



207397 

LIB3120-019-Q1-K1-G3 

BLASTX 

g4262226 

251 



28500 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



II 



2.0e-21 
116 
50 

(AC006200) 



putative protein kinase [Arabidopsis thaliana] 



207398 

LIB3120-019-Q1-K1-G4 

BLASTX 

g3834316 

305 

7.0e-28 

115 

47 

(AC005679) Similar to gb_X16648 pathogenesis related 
protein from Hordeum vulgare. EST gb_Z18206 comes from 
this gene. [Arabidopsis thaliana] 



207399 

LIB3120-019-Q1-K1-G5 

BLASTX 

gl353352 

437 

3.0e-43 

137 

59 

(U31975) alanine aminotransferase 
reinhardtii] 



[Chlamydomonas 



207400 

LIB3120-019-Q1-K1-G6 

BLASTX 

g2351378 

201 

1.0e-15 

80 
50 

(U54558) translation 1 initiation factor eIF3 p66 subunit 
[Homo sapiens] >gi_4200328_emb_CAA18440_ (AL022313) 
EIF3-P66 [Homo sapiens] 

>gi_4503523_ref__NP_003744 . l_pEIF3S7_ UNKNOWN 
207401 

LIB3120-019-Q1-K1-H1 

BLASTX 

g2499966 

168 

8.0e-12 

111 

42 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV A PRECURSOR (PSI-E 
A) >gi_632722_bbs_151001 (S72356) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
141 aa] [Nicotiana sylvestris] 

207402 

LIB3120-019-Q1-K1-H10 
BLASTX 



28501 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl!5765 
568 

1.0e-58 

131 
49 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_226546_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

207403 

LIB3120-019-Q1-K1-H2 

BLASTX 

g3334200 

576 

9.0e-60 

112 

96 

GLYCINE DEHYDROGENASE (DECARBOXYLATING) PRECURSOR (GLYCINE 
DECARBOXYLASE) {GLYCINE CLEAVAGE SYSTEM P-PROTEIN) 
>gi_2894362_emb_CAB16918_ (Z99770) P-Protein precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207404 

LIB3120-019-Q1-K1-H3 

BLASTN 

g3821780 

33 

4.0e-09 

48 

51 

Xenopus laevis cDNA clone 27A6-1 
207405 

LIB3120-019-Q1-K1-H5 

BLASTN 

g3821780 

33 

4.0e-09 

37 

44 

Xenopus laevis cDNA clone 27A6-1 
207406 

LIB3120-019-Q1-K1-H7 

BLASTX 

g3298439 

370 

2.0e-35 

101 

72 

(AB010878)^ 
tabacum] 



chloroplast ribosomal protein L4 [Nicotiana 



28502 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207407 

LIB3120-019-Q1-K1-H8 

BLASTX 

g3892058 

249 

3.0e-21 

106 
51 

(AC002330) putative glutamate-/aspartate-binding peptide 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207408 

LIB3120-019-Q1-K1-H9 

BLASTX 

gl352821 

549 

2.0e-56 

111 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207409 

LIB3120-020-Q1-K1-A1 

BLASTX 

gl709825 

348 

7.0e-33 

126 

65 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

207410 

LIB3120-020-Q1-K1-A10 

BLASTX 

g2239091 

229 

6.0e-19 

125 
42 

(Z84571) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 

207411 

LIB3120-020-Q1-K1-A11 

BLASTX 

g3219766 

644 

1.0e-67 

139 
90 

ACTIN 82 >gi_1498370 



U60483) actin [Solanum tuberosum] 



28503 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



207412 

LIB3120-020-Q1-K1-A12 

BLASTX 

gl352821 

240 

2.0e-20 

87 
61 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


207413 


Seq. ID 


LIB3120-020-( 


Method 


BLASTX 


NCBI GI 


g2467274 


BLAST score 


276 


E value 


2.0e-24 


Match length 


106 


% identity 


57 


NCBI Description 


(Z99759) rna 


Seq. No. 


207414 


Seq. ID 


LIB3120-020- 


Method 


BLASTX 


NCBI GI 


g3335337 


BLAST score 


377 


E value 


3.0e-36 


Match length 


124 


% identity 


65 


NCBI Description 


(AC004512) S 



[Schizosaccharomyces porabe] 



precursor (ACP) NADH-ubi qui none oxidoreductase 9.6 KD 
subunit (MYACP-1), gb_L23574 from A. thaliana. ESTs 
gb_Z30712, gb_Z30713, gb_Z26204, gb_N37975 and gb_N96330 
come from this gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207415 

LIB3120-020-Q1-K1-A4 

BLASTX 

gll70568 

612 

6.0e-64 

121 

98 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_2147316_pir S60302 D-myo-inositol-3-phosphate synthase 

(EC 5.5.1.4) - Spirodela polyrrhiza 
>gi_558648_emb_CAA77751_ (Z11693) 

D-myo-inositol-3-phosphate synthase [Spirodela polyrrhiza] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



207416 

LIB3120-020-Q1-K1-A5 

BLASTX 

gll5813 



28504 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



566 
2.0e-58 
141 
77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

207417 

LIB3120-020-Q1-K1-A6 

BLASTX 

gl755154 

274 

2.0e-40 

111 

69 

(U75188) germin-like protein [Arabidopsis thaliana] 
>gi_1755184 (U75203) germin-like protein [Arabidopsis 
thaliana] 



Seq, No. 


207418 


Seq. ID 


LIB3120-020-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl572665 


BLAST score 


328 


E value 


2.0e-30 


Match length 


144 


% identity 


50 


NCBI Description 


(U69984) kinesin-like protein 


Seq. No. 


207419 


Seq. ID 


LIB3120-020-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g!25578 


BLAST score 


476 


E value 


7.0e-48 


Match length 


122 


% identity 


75 


NCBI Description 


PHOSPHORIBULOKINASE PRECURSOR 



K6 [Dictyostelium discoideum] 



( PHOS PHOPENTOKINASE ) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 



(PRKASE) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



207420 

LIB3120-020-Q1-K1-B10 

BLASTX 

g4567260 

496 

3.0e-50 

124 

73 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

207421 

LIB3120-020-Q1-K1-B11 

BLASTX 

gl729927 



28505 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



II 



333 

4.0e-31 

120 

53 

QUEUINE TRNA-RIBOSYLTRANSFERASE ( TRNA- GUANINE 
TRANSGLYCOSYLASE) (GUANINE INSERTION ENZYME) >gi_940182 
(U30888) tRNA-Guanine Transglycosylase [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207422 

LIB3120-020-Q1-K1-B2 

BLASTX 

g2266947 

645 

9.0e-68 

131 

91 

(AF008939) phosphoenolpyruvate carboxylase 1 [Gossypium 
hirsutum] 

207423 

LIB3120-020-Q1-K1-B3 

BLASTX 

g2266947 

631 

4.0e-66 

133 

87 

(AF008939) phosphoenolpyruvate carboxylase 1 [Gossypium 
hirsutum] 

207424 

LIB3120-020-Q1-K1-B4 

BLASTX 

g!532168 

260 

1.0e-22 

67 

69 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-Seq. No. 
Seq. ID 



207425 

LIB3120-020-Q1-K1-B6 

BLASTX 

gl616616 

443 

4.0e-44 

85 

96 

(Y08424) small GTP-binding protein [Nicotiana 
plumbaginifolia] 

207426 

LIB3120-020-Q1-K1-B7 



28506 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2388575 

189 

3.0e-14 

108 
37 

(AC000098) 



YUP8H12.18 [Arabidopsis thaliana] 



207427 

LIB3120-020-Q1-K1-B8 

BLASTX 

gl32819 

601 

1.0e-62 

137 
81 

50S RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR (CL24) 

>gi_71307_pir R5PM24 ribosomal protein L24 precursor, 

chloroplast - garden pea >gi_20873_emb_CAA32185_ (X14020) 
CL24 ribosomal preprotein (AA -39 to 155) [Pisum sativum] 

207428 

LIB3120-020-Q1-K1-B9 

BLASTX 

gl352821 

622 

5.0e-65 

120 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207429 

LIB3120-020-Q1-K1-C1 

BLASTX 

gl084336 

399 

7.0e-39 

93 

77 

chlorophyll a/b-binding protein type II - Arabidopsis 
thaliana >gi_541565 (U03395) PSI type II chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

207430 

LIB3120-020-Q1-K1-C10 

BLASTX 

gl084321 

262 

7.0e-23 

125 

48 

protochlorophyllide reductase (EC 1.3.1.33) - cucumber 
>gi_2244614_dbj_BAA2108 9 (D50085) 



28507 



NADPH-protochlorophyllide oxidoreductase [Cucumis sativus] 



Sea No 


207431 


Seq. ID 


LIB3120-020-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


crl653966 




250 




2 . 0e-21 


i la. u^ii uii 


100 


% \ HdtiI" 1 


SO 




fnQf)Q17^ 47 IrD nrntpi n I S vnprhnr v^i" i s 




207432 


Seq. ID 


LIB3120-020-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3183247 


BLAST score 


271 


E value 


6.0e-24 


Match length 


80 


% identity 


62 


NCBI Description 


PUTATIVE GTP-BINDING PROTEIN W08E3.3 



>gi_3880615_emb_CAB07131_ (Z92773) predicted using 
Genefinder; Similarity to Yeast hypothetical 44.2 KD 
protein, putative GTP-binding protein (SW:P38219); cDNA EST 
EMBL:D64516 comes from this gene; cDNA EST EMBL:D65777 
comes from this gene; cDNA EST EMB 



Seq. No. 


207433 


Seq. ID 


LIB3120-020-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3510538 


BLAST score 


316 


E value 


3.0e-29 


Match length 


74 


% identity 


77 


NCBI Description 


(U93167) expansin [Prunus 


Seq. No. 


207434 


Seq. ID 


LIB3120-020-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl946367 


BLAST score 


540 


E value 


2.0e-55 


Match length 


126 


% identity 


83 


NCBI Description 


(U93215) unknown protein 


Seq. No. 


207435 


Seq. ID 


LIB3120-020-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3334320 


BLAST score 


677 


E value 


2.0e-71 


Match length 


133 


% identity 


96 


NCBI Description 


4 OS RIBOSOMAL PROTEIN SA 



(P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 



28508 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207436 

LIB3120-020-Q1-K1-C7 

BLASTX 

g3914605 

228 

6.0e-19 

97 

53 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq* No. 


207437 


Seq. ID 


LIB3120-020-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


612 


E value 


9.0e-64 


Match length 


154 


% identity 


79 


■ftCBL Description 


(X15190) precursor (AA 


Seq. No. 


207438 


Seq. ID 


LIB3120-020-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2829899 


BLAST score 


178 


E value 


7.0e-13 


Match length 


133 


% identity 


33 


NCBI Description 


(AC002311) similar to 



[Pisum sativum] 



gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207439 

LIB3120-020-Q1-K1-D1 

BLASTX 

g2702281 

496 

3.0e-50 

125 

43 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



207440 

LIB3120-020-Q1-K1-D10 

BLASTX 

g488571 

354 

1.0e-33 

76 

93 



28509 




NCBI Description 


(U09462) histone H3.2 TMedicaao satival 


Sea Nn 


207441 


Seq. ID 


LIB3120-020-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2827076 


BLAST score 


495 


E value 


2 Oe-50 


Match lpncrth 


97 


O _L 1 1 ) L JT 


95 


NCBI DescriDtion 


(AF , 0909£Q^ 1 a-t-o HphvHmrrpn^ «;p nrppnrQnr r Mo H n parrn co-h-i 1 


Cprr No 

l_> ^ vJ • * 


207442 


Seq, ID 


LIB3120-020-O1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4538961 


BLAST score 


157 


E value 


7.0e-14 


Matph 1 Anafh 


82 


O -L ii 1 L L. y 






VriJ_iU 4 -7*± O 0 ; loOlcUOlUc uruNi-i ilyaSc IlKc piOLcin L"-raj!DiQopsi s 




L.11CIJ l_ CL1 1CL J 


O C ^ • Li KJ • 




Sea ID 




Method 


BLASTX 


NCBI GI 


g4371290 


BLAST score 


286 


ill v CLX Li." 




Matfh 1 ^nrrt"h 

J. J.C3 L^ll XClly 


74 






NCBI DescriDtion 


^ArTinfi^fiOl nn Irn own r^T*0"t" n r A r*3 Vi rlon ci a fVial nana! 
\j \j \j \j \j ) Li.il ft.iiuw ii piULClll [rlLaJJ±UUL 1 oXo LilCLXXcLIlcl J 




907444 


Sea ID 




Method 


BLASTX 


NCBI GI 


g548774 


BLAST score 


422 


E value 


1.0e-41 


Match length 


121 


% i dent it v 


69 


NCBI Descrint ion 


609 RTRO^OMAT. PRHTFTM T.7A ">rri "^491 Rft nir Q^R^^O r-T Koroma 1 




proiein Li/a rice -^gi jUjojj cldj bAiiUii. jo (UIZdjX) 




T* 1 n\ O Q i^mti a "J 7-\ ynf a*! n T 7 A r A>>t r t-7 — . c a +"l tt a 1 
-L -HJUO^JAla. J_ L"LU Lclll Jj / r\ [Uiyid, bdLlvdJ 


c /^/-r XI n 

Ocvjt IN U • 


90744 R 


Sea ID 


LTR^l 90-090-H1 -PT1 -D4 


Method 


BLASTX 


NCBI GI 


g3915699 


BLAST score 


297 


E value 


7.0e-27 


Match length 


62 


% identity 


87 


NCBI Description 


AMINOMETHYLTRANSFERASE PRECURSOR (GLYCINE CLEAVAGE SYSTEM T 



PROTEIN) >gi_541970_pir S40260 T-protein - garden pea 

>gi_1362061_pir S56661 glycine decarboxylase T protein' 

precursor - garden pea >gi_4 3 8 2 1 7__emb_CAA8 1 0 8 0_ (Z258 61) 



28510 




T-protein [Pisum sativum] >gi_3021553__emb_CAA10976 
(AJ222771) T protein [Pisum sativum] 



Seq. No. 


207446 


Seq. ID 


LIB3120-020-Q1-K1-D5 




BLASTX 




rr91 1 QQ97 


ID J_iriO 1 o v_ vj X. c 


940 
^ *± \j 


JZj V a. -L U.tJ 




rJai-cn Xengtn 


191 
XZ X 


U lUcllLlLy 


D O 




t* ra n 1 ^ i~ H r>ri nnnari nn f T ^r , t*r>"r ("^ rhl nrnnl ^ ^t - — qovh 


Seq. No. 


207447 


Seq. ID 


LIB3120-020-Q1-K1-D6 


"NyT<-< 4- Tr\ s~l 
rJcLllUU 




VfpDT rij 
1NL/JD± oX 


goo ou^04 


Dijiio i score 


DOE3 


Hj VdXUc 


1 flea— 79 


X/T 4— /•» V*. | a r>c 4— Vi 

jyiai.cn lengtn 


1/19 
X4Z 


% identity 


O D 


LNk^OJ. UcbUIipLlOU 


fZif* , nn^ff94\ nn Vr"i ota7ti t^t*o - I - 0"i n rZlT^aV^n H/^n o i o t~ Vi a 1 n anal 
^jri^U U JOt.^ / U.J.lJS.IHJWil piUUclil ci*J J-\Ji{J jJ O X O L.1J.C1.X X CLllCl J 


Seq. No. 


207448 


Seq. ID 


LIB3120-020-Q1-K1-D8 




DT nCTY 
DXii-iO 1 A 


INUol kal 


g^ uuooo i 


Dj-iiioi score 




ill VdlUc 




Match length. 


1 j4 


% identity 




MPRT Pica arri r\+~ ■? nrt 
INv^OX UcoCliptlOIl 


putative protein LrilaJJiaupolb tllciXXculcl J 


O fc? q ♦ JN O • 


9H7 A A Q 


Seq. ID 


LIB3120-020-Q1-K1-E1 


Method 


BLASTX 


INCDX oX 


rr9P971 A 1 
gzoz / X4i X 


DiiAoi score 


ouo 


E value 


z • ue— oo 


ixiciu.cn leriytu 


IjO 


% identity 


Q e: 
OJ 


NCol Description 


{Ah uz /i/o J cellulose synrnase catalytic suDunit; 




[/ira.uiGopsx.s tnaxxanaj 


Seq. No. 


207450 


Seq. ID 


LIB3120-020-Q1-K1-E10 


lyiex no a. 


DT aQTY 


INv_.D± oX 


rtOI 1 QQ97 

gziiyyz / 


BLAST score 




E value 


5.0e-70 


Match length 


137 


% identity 


95 


NCBI Description 


translation elongation factor G, chloroplast - soyb 


Seq. No. 


207451 


Seq. ID 


LIB3120-020-Q1-K1-E12 


Method 


BLASTX 



28511 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g421826 
441 

9.0e-44 

135 

63 

chlorophyll a/b-binding protein CP29 - 
>gi_298036_emb_CAA50712_ (X71878) CP29 
thaliana] 



Arabidopsis thaliana 
[Arabidopsis 



207452 

LIB3120-020-Q1-K1-E2 
BLASTX 
gl352821 
634 

2.0e-66 

118 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
{RUBISCO SMALL SUBUNIT) >gi_279581_pir__ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



207453 

LIB3120-020-Q1-K1-E4 

BLASTX 

g3176726 

201 

1.0e-15 

141 

34 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 

207454 

LIB3120-020-Q1-K1-E5 

BLASTX 

gll74592 

671 

9.0e-71 

140 

94 

TUBULIN ALPHA- 1 CHAIN >gi_211927 0_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

207455 

LIB3120-020-Q1-K1-E6 

BLASTX 

gl773330 

601 

1.0e-62 

129 

92 

(U80071) glycolate oxidase [Mesembryanthemum crystallinum] 



Seq. No. 



207456 



28512 




Sea ID 


LIB3120-020-O1-K1-E7 


rue u iivjn 


Dlinu X LN 


IN O JJ -L ul 


a2564051 


BLAST score 


34 


E value 


1.0e-09 


rid L Oil lcn^iii 




^ -LU.CI1L.J-Ly 


90 


Wool uescxxpLXuii 


Zival^n Hnnoi o f hal 1' ana rronnTni r* FlKIZl phrmnncATno R p 1 0 1 pmc 
.rtX a JJ X LiUp o X o LIld.X-La.llGl y eiiUilLJ. t_ uiNi-i / oilx, \JHlL»o^lue -J f n ±. L^j_wnt 




MTaTPi Q pAmn 1 afoi qarrnpn c f Ayphi H nn qi c fha 1 "i an^ 1 

1 1VV UZJf LUlLLp±C LC IDCv^UCUUC J_n.J_ ClU-L^ltJ^JO -L O L.11GI-L -L CL1 1CI J 


O e q . IN U • 


907/1 R7 


Seq. ID 


LIB3120-020-O1-K1-E8 


11C LlIVJxJ. 


RT.ASTX 


NCBI GI 


g4091080 


BLAST score 


298 




5 . Oe-27 


iMclL L.11 lt!Hy LI1 


1 1 D 

llu 


^ luentity 




NPRT DpsrTiDtinii 


(AF04SS71) nucleic acid bindincr Drotein TOrvza satival 


OfeSV^ • 1NL> • 


^ \J 1 4 JO 


Seq. ID 


LIB31 20-02 0-01-K1-E9 




DlinO 1 z\. 


NCBI GI 


gl839188 


BLAST score 


515 


E value 


9 Do- R 9 


MaLcn lencjtn 




% identity 




iNv-fO-L ucooiipiiun 


/Tlfi £0 ft 1 \ y*o<~i1~ hai r Hf^'Fpp'h'i ^ r A Tain i Hrm*? "hhi^li^n^l 

\UOUwUlj 1 UU L lid J. J- UClC^L.1 VC J L^T.J- ClU-L^-ivJ^JO -L ij U11CIJ — LQHO. J 


oeq. JNO . 


9074 R Q 


Car, TD 


T.TR^I 90-090-01 -K1 — F1 


Meal - h/^iH 

11C l_ 11\JV_1 




NCBI GI 


g3193285 


BLAST score 


168 


JL Vd.iU.ti 


J > UC x^ 


rJauCIl XeliyLii 


Q7 


Or 1 y3 i^x 4™" i ^tt 

^ laenLiuy 


oft 


WODl L/COOllyLlUll 


fATr06Q9Qft\ Tl4Pft 1ft rrAn^ nrorinpf TA-rarii finncii c; thai i anal 
^ r\n v\jj£, jo / i i?ro • io yciic pi *^^j.u.o l. \_r\±. auiuupoio uiicm>ciiicij 


oeq • IN U • 


9074^0 


qprr TD 


T.TR31 90-020-01 -Kl -F1 0 


Mf^t" h t*iH 

1JCLUUU , 




NCBI GI 


al31384 


BLAST score 


509 


E value 


1.0e-51 


Match length 


112 


% identity 


86 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (0EE1) (33 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PH0T0SYSTEM II) (33 KD 

THYLAK0ID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 
[Pisum sativum] >gi_226937jprf_1611461A 02 evolving 
complex 33kD protein [Arachis hypogaea] 



28513 



II 



Sea No 


207461 


Seq. ID 


LIB3120-020-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3599968 




222 


Hi value 


4 . 0e-18 


Tula +■ r>Vi 1 onn"l"h 
L Y Ja Loll -Lciiy L1I 


48 

1 o 


o j_ vj.v3 ± i l x l y 


92 




( AFfH?1 9^) pin nrotpase TArabidoDS 


C a 11U • 


207462 


Sea ID 


LIB3120-020-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl706336 


BLAST score 


335 


E value 


2.0e-31 


Match length 


84 


% identity 


71 


NCBI Description 


UROPORPHYRINOGEN DECARBOXYLASE >gi 



(D64006) uroporphyrinogen decarboxylase [Synechocystis sp.] 



Seq. No. 


207463 


Seq. ID 


LIB3120-020-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl495251 


BLAST score 


563 


E value 


4 . Oe-58 


Match length 


133 


% identity 


83 


NCBI Description 


(Z70314) heat-shock protein [Arabidopsis 


Seq. No. 


207464 


Seq. ID 


LIB3120-020-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3462351 


BLAST score 


276 


E value 


2.0e-24 


Match length 


142 


% identity 


42 


NCBI Description 


(U85647) small optic lobes homolog [Homo 


Seq. No. 


207465 


Seq. ID 


LIB3120-020-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


346 


E value 


6.0e-33 


Match length 


79 


% identity 


80 


NCBI Description 


(L22305) corC [Medicago sativa] 


Seq. No. 


207466 


Seq. ID 


LIB3120-020-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3288821 


BLAST score 


427 
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E value 
Match length 
% identity 
NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



4.0e-42 
104 
79 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

207467 

LIB3120-020-Q1-K1-G11 
BLASTX 
gl352821 
450 

6.0e-45 
91 
92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir_ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



Seq. No. 


ZO 74 oo 


beq. iu 


hi. do ± z u — u z u —y l — Jxi — kjL £ 


Method 


HT 71 CITY 


NCBI GI 


g294062 


BLAST score 


155 


E value 


J . ue-lu 


Match length 


lUo 


% identity 


34 


NCBI Description 


(L06469) major latex protein [Papaver sommferum] 


Seq. No. 


207469 


oeq* ±u 


LiiDjiiU uzu yi JaI 


Method 


BLASTX 


NCBI GI 


g!871577 


BLAST score 


227 


E value 


1.0e-18 


Match length 


106 


% identity 


42 


NCBI Description 


(Y11553) putative 21kD protein precursor [Medicago sativa] 


Seq. No. 


207470 


Seq. ID 


LIB3120-020-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl063400 


BLAST score 


434 


E value 


6.0e-43 


Match length 


94 


% identity 


91 


NCBI Description 


(X92888) glycolate oxidase [Lycopersicon esculentum] 


Seq. No. 


207471 


Seq. ID 


LIB3120-020-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g!063400 


BLAST score 


220 


E value 


5.0e-18 


Match length 


94 
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% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

(X92888) glycolate oxidase [Lycopersicon esculentum] 
207472 

LIB3120-020-Q1-K1-G8 

BLASTX 

g4102703 

337 

1.0e-31 

105 
70 

(AF015274) 
thaliana] 



ribulose-5-phosphate-3-epimerase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207473 

LIB3120-020-Q1-K1-G9 

BLASTX 

g730645 

151 

4.0e-10 

33 
91 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 4 OS ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


207474 


Seq. ID 


LIB3120-020-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3201969 


BLAST score 


474 


E value 


1.0e-47 


Match length 


116 


% identity 


70 


NCBI Description 


(AF068332) submergence 


Seq. No. 


207475 


Seq. ID 


LIB3120-020-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


154 


E value 


2.0e-10 


Match length 


46 


% identity 


65 


NCBI Description 


(X15190) precursor (AA 


Seq. No. 


207476 


Seq. ID 


LIB3120-020-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3128175 


BLAST score 


180 


E value 


3.0e-13 



[Pisum sativum] 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



100 
39 

(AC004521) 



unknown protein [Arabidopsis thaliana] 



207477 

LIB3120-020-Q1-K1-H3 

BLASTX 

g231688 

383 

2.0e-43 

113 
79 

CATALASE ISOZYME 2 >gi_99599_pir S174 93 catalase (EC 

1.11.1.6) - upland cotton >gi_184 88_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

207478 

LIB3120-020-Q1-K1-H4 

BLASTX 

g3341679 

479 

3.0e-48 

133 
69 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

207479 

LIB3120-020-Q1-K1-H6 

BLASTX 

g2493694 

202 

7.0e-16 

40 
93 

PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 

6.1 KD PROTEIN) >gi_107 6268_pir S53025 photosystem II 

protein - spinach >gi__728716_emb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 

207480 

LIB3120-020-Q1-K1-H7 

BLASTX 

g3894190 

306 

4.0e-30 

115 

56 

(AC005662) putative RNA polymerase [Arabidopsis thaliana] 
207481 

LIB3120-020-Q1-K1-H9 

BLASTX 

g2388578 

210 

4.0e-17 
77 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

(AC000098) Similar to Mycobacterium RlpF (gb_Z84395) . ESTs 
gb_T75785,gb_R30580 / gb_T04698 come from this gene. 
[Arabidopsis t ha liana] 

207482 

LIB3120-021-Q1-K1-A12 

BLASTX 

gl652865 

298 

5.0e-27 

138 

46 

(D90909) NADH dehydrogenase [Synechocystis sp.] 
207483 

LIB3120-021-Q1-K1-A4 

BLASTX 

g2864617 

233 

2.0e-19 

117 

45 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliaiis] 

207484 

LIB3120-021-Q1-K1-A6 

BLASTX 

g3914605 

696 

1.0e-73 

148 
90 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1 930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase act i vase - 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 

207485 

LIB3120-021-Q1-K1-A8 

BLASTX 

g2459429 

245 

7.0e-21 

70 
61 

(AC002332) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207486 

LIB3120-021-Q1-K1-A9 

BLASTX 

gll3214 

306 

3.0e-38 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



112 
76 

ACT IN 1 >gi_71633_pir ATMUM1 actin - Arabidopsis thaliana 

>gi_2129521_pir S68111 actin 1 - Arabidopsis thaliana 

>gi_166582 (M20016) actin-1 [Arabidopsis thaliana] 
>gi_1145693 (U39449) actin [Arabidopsis thaliana] 

207487 

LIB3120-021-Q1-K1-B1 

BLASTX 

gll8564 

371 

7.0e-36 

97 

73 

GLYCERATE DEHYDROGENASE ( NADH- DEPENDENT HYDROXY PYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264__emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14 609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

207488 

LIB3120-021-Q1-K1-B10 

BLASTX 

g266893 

610 

1.0e-63 

117 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_322416__pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 

207489 

LIB3120-021-Q1-K1-B11 

BLASTX 

g3913651 

354 

1.0e-33 

109 

64 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_enib_CAA74 359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 

207490 

LIB3120-021-Q1-K1-B12 

BLASTX 

g2911073 

493 

7.0e-50 

124 

77 
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II 



NCBI Description (AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207491 

LIB3120-021-Q1-K1-B2 

BLASTX 

g2245128 

421 

2.0e-41 

133 

62 

(Z97344) peroxidase [Arabidopsis thaliana] 
207492 

LIB3120-021-Q1-K1-B3 

BLASTX 

gll8564 

208 

6.0e-17 

62 

68 

GLYCERATE DEHYDROGENASE (NADH- DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA327 64_ (X14 609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

207493 

LIB3120-021-Q1-K1-B4 

BLASTX 

gll5833 

642 

2.0e-67 

134 

86 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

207494 

LIB3120-021-Q1-K1-B5 

BLASTX 

gll8564 

648 

5.0e-68 

147 

83 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method, 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207495 

LIB3120-021-Q1-K1-B7 

BLASTX 

g3334299 

248 

2.0e-27 

116 

63 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX ALPHA SUBUNIT) >gi_2315211_emb_CAA74725_ (Y14339) 
proteasome alpha subunit [Lycopersicon esculentum] 

207496 

LIB3120-021-Q1-K1-B8 

BLASTX 

gl352821 

620 

8.0e-65 

125 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207497 

LIB3120-021-Q1-K1-B9 

BLASTX 

gl352821 

322 

5.0e-30 

91 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207498 

LIB3120-021-Q1-K1-C10 

BLASTX 

gl944319 

198 

4.0e-19 

95 
58 

(D31700) cysteine proteinase inhibitor [Glycine max] 
>gi_1944342_dbj_BAA19610__ (D64115) cysteine proteinase 
inhibitor [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207499 

LIB3120-021-Q1-K1-C11 

BLASTX 

gl31772 

372 
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E value 
Match length 
% identity 
NCBI Description 



8.0e-36 

99 

76 

4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH1) 
>gi_82723_pir_A30097 ribosomal protein S14 
maize 



(clone MCH1) 



Seq. No. 


207500 


Seq. ID 


LIB3120-021-Q1-K1-C12 


Method. 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


429 


E value 


1.0e-42 


Match length 


112 


% identity 


75 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis sativus] 


Qprr No 


207501 


Seq* ID 


LIB3120-021-O1-K1-C6 






MPDT CT 
IN^D J. 




BLAST qrorp 


150 


F. va liip 

1—1 V U-LU^ 


8 . 0e-10 


Lia LOll J.CUU Ull 


61 


% identity 


49 


NCBI Description 


(AB017112) mCAC [Mus musculus] 








T.TRll 9ft-091 -D1 — K1 -f*8 

iiiDjld,U U<£JL ^J. ivJL v^o 


Mpthofi 


BLASTX 


KffDT fZT 
IN J. _L 


rr94 Q4 1 1 9 


DlJfliJl 


JO J 


F V3 1 13 P 

J__l v C^l _1_ L-i 


3 Oe-37 


Match length 


116 


% identitv 


66 


NCBI Description 


(AC002376) EST gb_T04104 comes from this gene. [Arabi 




thaliana] 


k3 C ^ • Vi • 


£*\J i U \j 


OG^4 • J. L/ 


T TR^I 90—091 -Ol -TCI -PQ 


lie LllUU 


RT.A^TX 

Dlinj X 




rr9QQ7 
g^-?i? / -j i?x 


Dij/io i score 




F. vfl Inp 

ill V Q _L Li C 


1 Oe-52 


Match length 


130 


% identity 


79 


NCBI Description 


(AF020814 ) glucose-6-phosphate/phosphate-translocator 




precursor [Pisum sativum] 


Seq. No, 


207504 


Seq. ID 


LIB3120-021-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3785991 


BLAST score 


242 


E value 


2.0e-20 


Match length 


100 


% identity 


50 



28522 



NCBI Description (AC005560) putative MAP kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207505 

LIB3120-021-Q1-K1-D11 

BLASTX 

gl345698 

675 

3.0e-71 

134 
94 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 
(CAB-151) (LHCP) >gi_99601_pir_S20917 chlorophyll 
a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 


207506 


Seq. ID 


LIB3120-021-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


229 


E value 


5.0e-19 


Match length 


114 


% identity 


51 


NCBI Description 


(U55837) carbonic anhydrase [Populus tremula x Populus 




t r emul o i de s ] 


Seq. No. 


207507 


Seq. ID 


LIB3120-021-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3785991 


BLAST score 


366 


E value 


4.0e-35 


Match length 


125 


% identity 


59 


NCBI Description 


(AC005560) putative MAP kinase [Arabidopsis thaliana] 


Seq. No. 


207508 


Seq. ID 


LIB3120-021-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3785991 


BLAST score 


548 


E value 


2.0e-56 


Match length 


130 


% identity 


75 


NCBI Description 


(AC005560) putative MAP kinase [Arabidopsis thaliana] 


Seq. No. 


207509 


Seq. ID 


LIB3120-021-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g400986 


BLAST score 


405 


E value 


2.0e-39 


Match length 


143 


% identity 


57 


NCBI Description 


SOS RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15 




>gi_81947_pir S18001 ribosomal protein L15 precursor, 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E" value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cnloroplast - garden pea (fragment) >gi_20867_emb_CAA77595 
(Z11510) Plastid ribosomal protein CL15 [Pisum sativum] 

207510 

LIB3120-021-Q1-K1-D7 

BLASTX 

g4417288 

168 

9.0e-12 

92 
41 

(AC007019) unknown protein [Arabidopsis thaliana] 
207511 

LIB3120-021-Q1-K1-D8 

BLASTN 

g2924257 

222 

1.0e-121 

421 

43 

Tobacco chloroplast genome DNA 
207512 

LIB3120-021-Q1-K1-D9 

BLASTX 

g3894193 

241 

2.0e-20 

97 

44 

(AC005662) 
thaliana] 



putative strictosidine synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207513 

LIB3120-021-Q1-K1-E11 

BLASTX 

gl053047 

538 

3.0e-55 

110 

98 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 

207514 

LIB3120-021-Q1-K1-E12 

BLASTX 

gl006690 

639 

5.0e-67 

138 

87 

(X81787) lycopene cyclase [Nicotiana tabacum] 



Seq. No. 



207515 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



E1B3120-021-Q1-K1-E2 
BLASTX 
gl345674 
243 

1.0e-20 

103 
52 

CAT ALAS E ISOZYME 1 >gi_99598_pir S10770 catalase 

1.11.1.6) - upland cotton >gi_18484_emb_CAA36380_ 
catalase subunit 1 (AA 1-492) [Gossypium hirsutum] 



(EC 

(X52135) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207516 

LIB3120-021-Q1-K1-E3 

BLASTX 

g4105697 

402 

3.0e-39 

142 

54 

(AF049870) thaumatin-like protein [Arabidopsis thaliana] 

207517 " 

LIB3120-021-Q1-K1-E5 

BLASTX 

g2708743 

143 

7.0e-09 

102 

32 

(AC003952) putative Tal-l-like reverse transcriptase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207518 

LIB3120-021-Q1-K1-E7 

BLASTX 

g289920 

757 

8.0e-81 

145 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207519 

LIB3120-021-Q1-K1-E9 

BLASTX 

gll9905 

252 

1.0e-23 

80 
79 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 

>gi_81898_pir S04030 f erredoxin— NADP+ reductase (EC 

1.18.1.2) precursor - garden pea >gi_20722_emb_CAA30978_ 
(X12446) ferredoxin-NADH+ reductase preprotein (AA -52 to 

308) [Pisum sativum] >gi__226545_prf 1601517A f erredoxin 

NADP reductase [Arachis hypogaea] 
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II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207520 

LIB3120-021-Q1-K1-F1 

BLASTX 

g289920 

252 

5.0e-22 

67 
75 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207521 

LIB3120-021-Q1-K1-F10 

BLASTX 

g4469011 

607 

3.0e-63 
137 
82 

(AL035602) 
thaliana] 



carbohydrate kinase-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207522 

LIB3120-021-Q1-K1-F11 

BLASTX 

g464980 

674 

4.0e-71 

135 

93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_166422 (L06967) 
ubiquitin carrier protein [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207523 

LIB3120-021-Q1-K1-F3 

BLASTX 

g4218120 

101 

6.0e-10 

68 

47 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207524 

LIB3120-021-Q1-K1-F5 

BLASTX 

g4218120 

457 

1.0e-45 

141 

61 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207525 

LIB3120-021-Q1-K1-F8 

BLASTX 

gl00200 

392 

6.0e-43 

122 

75 

chlorophyll a/b-binding protein type 



207526 

LIB3120-021-Q1-K1-G10 

BLASTX 

gl545805 

185 

2.0e-14 

66 

58 

(D64052) cytochrome P450 



I precursor - tomato 



like TBP [Nicotiana tabacum] 



207527 

LIB3120-021-Q1-K1-G11 

BLASTX 

gll81599 

426 

3.0e-42 

115 

73 

(D83007) subunit of photosystem I 



[Cucumis sativus] 



207528 

LIB3120-021-Q1-K1-G2 

BLASTX 

g3775993 

257 

9.0e-23 

74 

69 

(AJ010460) RNA helicase [Arabidopsis thaliana] 
207529 

LIB3120-021-Q1-K1-G6 

BLASTX 

g3775993 

639 

5.0e-67 

136 

92 

(AJ010460) RNA helicase [Arabidopsis thaliana] 
207530 

LIB3120-021-Q1-K1-G7 

BLASTX 

g231660 

327 

2.0e-30 
149 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

HYPOTHETICAL 226 KD PROTEIN (ORF 1901) 
207531 

LIB3120-021-Q1-K1-H1 

BLASTX 

gl25578 

403 

2.0e-39 

111 

73 

PHOSPHORIBULOKINASE PRECURSOR { PHOSPHOPENTOKINASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 

207532 

LIB3120-021-Q1-K1-H12 

BLASTX 

g4469011 

358 

3.0e-34 

103 

65 

(AL035602) 
thaliana] 



(PRKASE) 



carbohydrate kinase-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ■ 

Match length 

% identity 

NCBI Description 



207533 

LIB3120-021-Q1-K1-H2 

BLASTX 

gll73345 

170 

3.0e-12 

96 

42 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_1076403_pir S51838 sedoheptulose-1, 7-biphosphatase - 

Arabidopsis thaliana >gi_7864 66_bbs_159034 (S74719) 
sedoheptulose-1, 7-bisphosphatase, SBPase {EC 3.1.3.37} 
[Arabidopsis thaliana, C24, Peptide Chloroplast, 393 aa] 
[Arabidopsis thaliana] 

207534 

LIB3120-021-Q1-K1-H3 

BLASTX 

g625547 

380 

1.0e-36 

121 

64 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_493723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 



207535 

LIB3120-021-Q1-K1-H6 
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Mo t" h piH 


RT.A^TX 




rr^QI A QA n 


oLi/ibi score 


4tx± 


J_j vdl U.C 




Match length 


139 


% identity 


64 


NTfR T Plo cpr"! r^+~ "5 on 


OOHF PTnT.O^F — 1 7-RTSPHO^PHATA^E OHT.OROPLAST PRECURSOR 




/ ^FnOHITPTTlT OQF-RT ^PHO^PHATA^F ^ f9RPA9F^ (9FDM 71P?A C !F} 




^>rr-i 9 c i9Ci'37£ (TTf^RRf^ qnHnhonl-n 1 r> qo— 1 7-hi pnhoQnhafs^P 






C a <t \T/-\ 

oeq* -WO • 


<_U / OjO 




T.TR^I 90-091 -Ol -K1 -H7 


ixie unoa 


PT aCTY 




rr9R9Q90 


BLAST score 


657 


E value 


4.0e-69 


Match length 


1 9*^ 


•6 identity 


Q7 


vi^Dx jjescripuion 


VijU/iXi?/ cnj_oropny_L± h/d Dinuing proi.ein njossypxuin. 




nx r s u t. uiii j 


beq. JNO • 




jc(|i XJJ 


T TR^I 90-091 — Ol -K1 — Rft 




RT.A^TY 

OJ-LTlO 1 /\ 


LNL-JDX brX 


rr^94 QOfiR 
g ji*t ?uoo 


Dijiioi score 




E value 


3.0e-57 


Match length 


139 


% identity 


7 c; 


NCBI Descrxption 


(i\uuu44wo; biiiiiiai t_o rtriixi go uzzy^s nxgn arrxnxT_y 




potassium transporter from Schwanniomyces occidentalis . 




j_r\raDXCIOpJbXo UIlciXXcLllcl J 


beg. wo. 




con- yn 


T.TR^I 90-099-01 -K"1 -A1 


L v lc t.IlvJ(J, 




NCBI GI 


g3688182 


BLAST score 


226 


E value 




Match length 


i no 


£ xdentxty 


7 o 
/o 


jnh_d± uescripnon 


tiiXjU 3 1 0 U fi ; r riOLein HKc prOLcin L/iraJJXQ.OpSX5 l_Iia.XXclJ.lciJ 


beq. jno. 




beq. iu 


T T"R^1 90 — H99— ril — Pf1 —71 9 


Mo "J - H 

L It. L.11UU 




NCBI GI 


g3355476 


BLAST score 


338 


E value 


y * ue j_ 


LYiaucn xengtn 


119 
1 XZ 


% identity 


59 


NCBI Description 


(AC004218) unknown protein [Arabidopsis thaliana] 


Seq. No. 


207540 


Seq. ID 


LIB3120-022-Q1-K1-A5 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4262236 
313 

7.0e-29 

89 

72 

(AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207541 

LIB3120-022-Q1-K1-A6 

BLASTX 

g3193323 

563 

3.0e-58 

119 

92 

(AF069299) similar to ribosomal protein S13 (Pfam; SIS.hmm, 
score: 78.35); identical to Arabidopsis 40S ribosomal 
protein S13 (fragment) (SW: P4 9203A) except the first 32 
amino acids are different [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207542 

LIB3120-022-Q1-K1-A8 

BLASTX 

g3914658 

551 

9.0e-57 

124 

80 

50S RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR 
>gi_1694974_emb_CAA70851_ (Y09635) plastid ribosomal 
protein [Arabidopsis thaliana] 

207543 

LIB3120-022-Q1-K1-A9 

BLASTX 

gl354515 

239 

3.0e-20 

110 

52 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



207544 

LIB3120-022-Q1-K1-B2 

BLASTX 

g2662343 

420 

2.0e-41 

115 

75 

(D63581) EF-1 alpha [Oryza sativa] 
207545 

LIB3120-022-Q1-K1-B4 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



g421826 
314 

1.0e-33 

99 
73 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207546 

LIB3120-022-Q1-K1-B5 

BLASTX 

gl25578 

382 

6.0e-37 

101 

70 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 



207547 

LIB3120-022-Q1-K1-B6 

BLASTX 

g2129753 

586 

7.0e-61 

124 

90 

threonine synthase (EC 4.2.99.2) 
thaliana (fragment) >gi_1448917 
[Arabidopsis thaliana] 



(PRKASE) 



precursor - Arabidopsis 
(L41666) threonine synthase 



207548 

LIB3120-022-Q1-K1-B8 

BLASTX 

gl32944 

558 

1.0e-57 

111 

92 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi__806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

207549 

LIB3120-022-Q1-K1-C1 

BLASTX 

gl345698 

655 

5.0e-69 

122 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54 090) chlorophyll ab binding 
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protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207550 

LIB3120-022-Q1-K1-C10 

BLASTX 

g2851508 

173 

7.0e-13 

66 

42 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207551 

LIB3120-022-Q1-K1-C11 

BLASTX 

gll8564 

413 

1.0e-40 

98 

76 

GLYCERATE DEHYDROGENASE (NADH- DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264__emb_CAA41434__ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207552 

LIB3120-022-Q1-K1-C2 

BLASTX 

g3023281 

396 

1.0e-38 

124 

62 

HIGH AFFINITY AMMONIUM TRANSPORTER 
>gi_2065194_emb_CAA64475__ (X95098) 
[Lycopersicon esculentum] 



ammonium transporter 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207553 

LIB3120-022-Q1-K1-C3 

BLASTX 

g2239085 

154 

3.0e-10 

70 

44 

(Z84384 ) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 
Seq. ID 



207554 

LIB3120-022-Q1-K1-C5 
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II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3193326 

151 

7.0e-10 

57 

61 

(AF069299) contains similarity to transcriptional 
activators such as Ra-like and myc-like regulatory R 
proteins [Arabidopsis thaliana] 

207555 

LIB3120-022-Q1-K1-C6 

BLASTN 

g450504 

50 

2.0e-19 

96 

94 

G.hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 

207556 

LIB3120-022-Q1-K1-C7 

BLASTX 

gl31385 

137 

1.0e-08 

65 
54 

OXYGEN- EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



207557 

LIB3120-022-Q1-K1-C8 

BLASTX 

g3193293 

365 

6.0e-35 

124 

68 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB:AC000375) 
[Arabidopsis thaliana] 

207558 

LIB3120-022-Q1-K1-D10 

BLASTX 

g4558665 

427 

2.0e-42 

106 

79 

(AC007063) putative white protein [Arabidopsis thaliana] 
207559 

LIB3120-022-Q1-K1-D5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4063747 

358 

4.0e-34 

94 

74 

(AC005851) 



hypothetical protein [Arabidopsis thaliana] 



207560 

LIB3120-022-Q1-K1-D7 

BLASTX 

gl346155 

269 

4.0e-24 

73 

75 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) {GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437 995_emb_CAA81078__ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 





207561 


Seq. ID 


LIB3120-022-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3924597 


BLAST score 


191 


E value 


1.0e-14 


Match length 


97 


% identity 


37 


NCBI Description 


(AF069442) putative oxidoreductase [Arabidops 


Seq. No. 


207562 


Seq. ID 


LIB3120-022-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


364 


E value 


6.0e-35 


Match length 


100 


% identity 


71 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


207563 


Seq. ID 


LIB3120-022-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl31392 


BLAST score 


306 


E value 


5.0e-28 


Match length 


109 


% identity 


64 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_81479_pir S00005 photosystem II oxygen-evolving 

complex protein 2 precursor - spinach 
>gi_21265_emb_CAA29055_ (X05511) 23 kDa OEC protein 
[Spinacia oleracea] >gi_225596_prf 1307179A luminal 



28534 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor 



tomato 



protein 23kD [Spinacia oleracea] 
207564 

LIB3120-022-Q1-K1-E12 
BLASTX 
gl00200 
145 

2.0e-09 
78 
45 

chlorophyll a/b-binding protein type I 
207565 

LIB3120-022-Q1-K1-E2 

BLASTX 

g2501353 

396 

1.0e-38 

124 

51 

TRANSKETOLASE , CHLOROPLAST (TK) >gi_1084 4 4 0_pir S54300 

transketolase (EC 2.2.1.1} 3 - Craterostigma plantagineum 

(fragment) >gi_664 901_emb_CAA8 6607_ (Z46646) transketolase 

[Craterostigma plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207566 

LIB3120-022-Q1-K1-E3 

BLASTX 

gl33409 

537 

4.0e-55 

119 

87 

DNA- DIRECTED RNA POLYMERASE ALPHA CHAIN 

>gi_66962_pir RNNTA DNA-directed RNA polymerase (EC 

2.7.7.6) alpha chain - common tobacco chloroplast 
>gi_11860_emb_CAA77376_ (Z00044) RNA polymerase alpha 

subunit [Nicotiana tabacum] >gi_225228_prf 1211235BK RNA 

polymerase alpha [Nicotiana tabacum] 

207567 

LIB3120-022-Q1-K1-E4 

BLASTX 

g3202030 

588 

4.0e-61 

122 
90 

(AF069318) geranylgeranyl hydrogenase [Mesembryanthemum 
crystallinum] 

207568 

LIB3120-022-Q1-K1-E5 

BLASTX 

gl946367 

457 

8.0e-46 



28535 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

116 
76 

(U93215) unknown protein [Arabidopsis thaliana] 
207569 

LIB3120-022-Q1-K1-E6 

BLASTX 

g3036796 

315 

4.0e-29 

121 

51 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805858_emb_CAA21478_ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 


207570 


Seq. ID 


LIB3120-022-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4467098 


BLAST score 


360 


E value 


2.0e-34 


Match length 


126 


% identity 


65 


NCBI Description 


(AL035538) putative 


Seq. No. 


207571 


Seq. ID 


LIB3120-022-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g417060 


BLAST score 


225 


E value 


8.0e-19 


Match length 


86 


% identity 


51 


NCBI Description 


GLUTAMINE SYNTHETASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



DULE ISOZYME ( GLUTAMATE — AMMONIA 
LIGASE) (GS) >gi_170637 (M94765) glutamine synthetase 

[Vigna aconitifolia] >gi_1094850_prf 2106409A Gin 

synthetase [Vigna aconitifolia] 

207572 

LIB3120-022-Q1-K1-F12 

BLASTX 

gl31397 

287 

8.0e-26 

129 

52 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (0EE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 



207573 



28536 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-022-Q1-K1-F2 

BLASTX 

g3023752 

345 

1.0e-32 

127 
57 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_1418 982_emb_CAA99756_ (27 5 520) 
[Lycopersicon esculentum] 



207574 

LIB3120-022-Q1-K1-F5 

BLASTX 

g2137562 

366 

4.0e-35 

111 

62 

mouse Dhml protein - mouse >gi_1060921_dbj_BAA07524_ 
(D38517) Dhml protein [Mus musculus] 

207575 

LIB3120-022-Q1-K1-F7 

BLASTX 

gl20659 

523 

2.0e-53 

119 

87 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 

>gi_81721_pir B24796 glyceraldehyde-3-phosphate 

dehydrogenase (NADP+) (phosphorylating) (EC 1.2.1.13), 
chloroplast - white mustard (fragment) 

>gi_829288_emb_CAA27845_ (X04302) chloroplast GAPDH (233aa) 
[Sinapis alba] 



Seq. No. 


207576 


Seq. ID 


LIB3120-022-Q1-K1- 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


159 


E value 


2.0e-ll 


Match length 


57 


% identity 


61 


NCBI Description 


(X15190) precursor 


Seq. No. 


207577 


Seq. ID 


LIB3120-022-Q1-K1H 


Method 


BLASTX 


NCBI GI 


g2194125 


BLAST score 


617 


E value 


2.0e-64 


Match length 


120 


% identity 


91 


NCBI Description 


(AC002062) ESTs gb 



[Arabidopsis thaliana] 



28537 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207578 

LIB3120-022-Q1-K1-G11 

BLASTX 

g2315140 

380 

7.0e-46 

101 

94 

(AB006187] 
tabacura] 



S-adenosylmethionine synthase [Nicotiana 



207579 

LIB3120-022-Q1-K1-G12 

BLASTX 

g266938 

174 

9.0e-21 

66 

65 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L33 >gi_336929 (M81884) 
ribosomal protein L33 [Epifagus virginiana] 

207580 

LIB3120-022-Q1-K1-G2 

BLASTX 

gll4640 

521 

2.0e-53 

113 

89 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_282923_pir S27976 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - garden pea 
>gi_20654_emb_CAA45150_ (X63604) ATP synthase (gamma 
subunit) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207581 

LIB3120-022-Q1-K1-G3 

BLASTX 

g231688 

619 

9.0e-65 

121 

97 

CATALASE ISOZYME 2 >gi_99599_pir S174 93 catalase 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ 
subunit 2 of cotton catalase [Gossypium hirsutum] 



(EC 

(X56675) 



207582 

LIB3120-022-Q1-K1-G4 

BLASTX 

g3242704 

148 

2.0e-09 

45 

62 

(AC003040) hypothetical protein [Arabidopsis thaliana] 



28538 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207583 

LIB3120-022-Q1-K1-G5 

BLASTX 

gl352821 

641 

3.0e-67 

124 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207584 

LIB3120-022-Q1-K1-G6 

BLASTX 

g289920 

514 

2.0e-52 

105 

92 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207585 

LIB3120-022-Q1-K1-G7 

BLASTN 

g4388705 

41 

9.0e-14 

101 
85 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207586 

LIB3120-022-Q1-K1-G8 

BLASTX 

gl707998 

586 

7.0e-61 

126 
88 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransf erase [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207587 

LIB3120-022-Q1-K1-G9 

BLASTX 

g400992 

208 



28539 



E value 
Match length 
% identity 
NCBI Description 



1.0e-16 

65 
66 

SOS RIBOSOMAL PROTEIN L28, CHLOROPLAST PRECURSOR (CL28) 

>gi_279656_pir R5NT28 ribosomal protein L28 precursor, 

chloroplast - tobacco >gi_20016__emb_CAA4 8211_ (X68 07 8) 
ribosomal protein CL28 [Nicotiana tabacum] 



w • is* w * 


207588 


Seq. ID 


LIB3120-022-Q1-K1-H1 




BLASTX 


NCBI GI 

L*i \s X-f -i- \J -L- 


O4103324 

^4 T -L V w u i 


BLAST score 


582 


Hi v CL-L LLC 


2 Oe-60 


Match length 


123 


% identity 


90 


\T/T1 ~T T^/Ti o /~* "v* n t^i") - t /"N'T"* 

in^dx uescripLi(ju 


^ ./-il: u Z. ^1 / J_ D / oLJir men ll iudc ^j^Jii.\ji^^Jii\j±. yiaoc [ uu± chilull 




L.UUCL UbUIll J 




\J f J U v 


oeq. 1JJ 


T TR^1 90 — 099— HI — Pfl — P 9 


Method 


£5 lxtiO 1 A 




yz.u ^ / ot.o 




J JO 


J— i V O. -L U.C 


5 Oe-32 


Match length 


96 


% identity 


64 


NCBI Description 


(U93166) cysteine protease [Prunus armeniaca] 


Seq. No. 


207590 


Seq. ID 


LIB3120-022-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2494415 


BLAST score 


557 


E value 


2.0e-57 


Match length 


119 


% identity 


87 


NCBI Description 


FRUCT0SE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 



(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PH0SPH0HYDR0LASE) (FBPASE) 
>gi_515747 (L34841) fructose-1, 6-bisphosphatase [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207591 

LIB3120-022-Q1-K1-H4 

BLASTX 

g3559807 

300 

1.0e-27 

94 

74 

(Y15628) HCF136 protein [Arabidopsis thaliana] 
207592 

LIB3120-022-Q1-K1-H5 

BLASTX 

gl707998 

184 



28540 



E value 
Match length 
% identity 
NCBI Description 



9.0e-14 

47 

77 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyl transferase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransf erase [Solanum tuberosum] 



Seq. No. 


207593 


Seq. ID 


LIB3120-022-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2351210 


BLAST score 


194 


E value 


3.0e-15 


Match length 


76 


% identity 


55 


NCBI Description 


(D88263) chalcone synthase 


Seq. No. 


207594 


Seq. ID 


LIB3120-022-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3913651 


BLAST score 


409 


E value 


4.0e-40 


Match length 


96 


% identity 


80 


NCBI Description 


FERREDOXIN — NADP REDUCTASE, 



[Pisum sativum] 



LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 


207595 


Seq. ID 


LIB3120-023-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4263507 


BLAST score 


154 


E value 


2.0e-10 


Match length 


95 


% identity 


34 


NCBI Description 


(AC004044) hypothetical protein 


Seq. No. 


207596 


Seq. ID 


LIB3120-023-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


292 


E value 


1.0e-26 


Match length 


86 


% identity 


67 


NCBI Description 


(D83007) subunit of photosystem 


Seq. No. 


207597 


Seq. ID 


LIB3120-023-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g729409 


BLAST score 


304 



I [Cucumis sativus] 



28541 



E value 
Match length 
% identity 
NCBI Description 



5.0e-28 

85 

74 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_478398_pir JQ2240 translation elongation factor Tu 

precursor - common tobacco chloroplast 

>gi_480040_pir S36183 translation elongation factor Tu.A 

precursor, chloroplast - wood tobacco >gi_170344 (M94204) 
translation elongation factor EF-Tu [Nicotiana tabacum] 
>gi_459239_dbj_BAA02027_ (D11469) chloroplast elongation 
factor TuA (EF-TuA) [Nicotiana sylvestris] 



Seq. No. 


207598 


Seq. ID 


LIB3120-023 


Method 


BLASTX 


NCBI GI 


g3128177 


BLAST score 


353 


E value 


7.0e-34 


Match length 


84 


% identity 


82 


NCBI Description 


(AC004521) ' 


Seq. No. 


207599 


Seq. ID 


LIB3120-023 


Method 


BLASTX 


NCBI GI 


gl32866 


BLAST score 


530 


E value 


2.0e-54 


Match length 


121 


% identity 


87 


NCBI Description 


CHLOROPLAST 



ribosomal protein L2 - common tobacco chloroplast 
>gi_435269_emb_CAA77384_ (Z00044) ribosomal protein L2 
[Nicotiana tabacum] >gi_1223691_emb_CAA77409_ (Z00044) 
ribosomal protein L2 [Nicotiana tabacum] 

>gi_225238_prf 1211235BW ribosomal protein L2 [Nicotiana 

tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207600 

LIB3120-023-Q1-K1-A9 

BLASTX 

gl32677 

207 

2.0e-16 

118 

47 

SOS RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15) 

>gi_71241_pir R5MUL5 ribosomal protein L15 precursor, 

chloroplast - Arabidopsis thaliana >gi_16497_emb_CAA77593_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 

207601 

LIB3120-023-Q1-K1-B12 

BLASTX 

g3334201 

242 



28542 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-21 

70 
67 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR >gi_1724106 
(U79768) glycine cleavage system protein H precursor 
[Meseitibryanthemum crystallinum] 

207602 

LIB3120-023-Q1-K1-B4 

BLASTX 

gl31397 

220 

3.0e-18 

81 
59 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (0EE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein -16kD 

[Spinacia oleracea] 

207603 

LIB3120-023-Q1-K1-B7 

BLASTX 

g505482 

348 

4.0e-33 

104 

72 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 

207604 

LIB3120-023-Q1-K1-B9 
BLASTX 
g3023752 
266 

7.0e-24 

108 
61 

FERREDOXIN I 
ferredoxin-I 



complex of 



PRECURSOR >gi_1418 982_emb_CAA99756_ 
[Lycopersicon esculentum] 



(Z75520) 



207605 

LIB3120-023-Q1-K1-C1 

BLASTX 

g3175990 

302 

1.0e-27 

59 

97 

(AJ005836) GDP dissociation inhibitor [Cicer arietinum] 



Seq. No. 



207606 



28543 



Seq. ID 


LIB3120-023-Q1-K1-C11 


Method. 


BLASTX 


NCBI GI 


g3063448 


BLAST score 


344 


E value 


2.0e-32 


Maj-ph lencrth 


111 


^ i dent it v 


53 


NCBI Description 


(AC003981) F22O13.10 [Arabidopsis thaliana] 




207607 


Seq. ID 


LIB3120-023-Q1-K1-C2 




BLASTX 


NCBI GI 


g2739375 


BLAST score 


285 


E value 


1.0e-25 


Match lencrth 


105 


% -i Hpnt "i t v 


63 


NCBI Description 


(AC002505) unknown protein [Arabidopsis thaliana] 


Sen* No 


207608 


Seq. ID 


LIB3120-023-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4249404 


BLAST score 


280 


E value 


4.0e-25 


Match 1 encrth 


95 




57 


NPRT npQpri T>"h"i r^T) 

LNV/Dl UC-O^i. JL^/ 1 


fAC006072^ nutative nuclear orotein SA-1 TArabidoosis 




thaliana] 


O " VJ ■ J.N * 


207609 


Seq. ID 


LIB3120-023-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


389 


E value 


5.0e-38 


M^'hr'ln 1 enrri~h 


90 


§; "i H^rtt""i t" \r 

X3 XUClil — L i— _y 


86 


NCBI DescriDtion 


(AC002387) putative surface protein [Arabidopsis thai 


cierr Nn 


207610 


Seq. ID 


LIB3120-023-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


214 


it, va 1 hp 


2 . 0e-17 


M^'hr'h 1 enrfhln 


88 


O X UC 111 L Ly 


56 


NPRT Dp^pt* ir>t ion 


(AF126870) rubisco activase [Vigna radiata] 




i. VJ / Dll 


Seq. ID 


LIB3120-023-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl31384 


BLAST score 


330 


E value 


6.0e-31 


Match length 


87 



28544 



% identity 

NCBI Description 



II 



71 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf l#*1461ft 02 evolving 

complex 33kD protein [Arachis hypogaea] 





20761 9 




JjlDJliv \J O \> -L -t\X \s<J 


Method 


T2T TVQfPV 
DIjAo 1 A 


1NUJDX o± 


yzjo jiuo 


dJjAoi score 


1 QA 


E value 




Match length 


69 


% identity 


59 


NCBI Description 


(AL^uuzoo / ; puranve sunace protein [AraDiaopbio t,ii<2 nai ia.j 


Seq. No. 


zOVolo 


Seq. ID 


Liiooi^u— u^i j— yi M-Ul 


Method 


DT 71 CT1V 


NCBI GI 


gl J4o byb 


rJiiAoi score 


04 J 


E value 


^ . ue-o / 


Match length 




% identity 


91 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 


(LAB— loi) (ijnCF) >gi yyoui pir ozu^i / cn±oropnyx_L 




a/b-binding protein - upland cotton 




>gi 4o2ol4 eiriD CAAJou^o (Xo4uyu) cnioropnyii ao Dinaxng 




prouein [^ossypiuin. nirsuxuiuj 


Seq. No. 


/ Dl4 






Method 


BLASTX 


NCBI GI 


gl658197 


BLAST score 


397 


E value 


1.0e-38 


Match length 


82 


% identity 


85 


NCBI Description 


(U74 630) calreticulin [Ricinus communis] >gi_17 63297 




(U74 631) calreticulin [Ricinus communis] 


Seq. No. 


207615 


Seq. ID 


LIB3120-023-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl31399 


BLAST score 


362 


E value 


9.0e-35 


Match length 


84 



% identity 

NCBI Description 



81 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 



28545 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_21489_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 

207616 

LIB3120-023-Q1-K1-D6 

BLASTX 

gl352821 

198 

5.0e-22 

73 

68 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207617 

LIB3120-023-Q1-K1-D7 

BLASTX 

g3319882 

290 

2.0e-26 

76 

72 

(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



207618 

LIB3120-023-Q1-K1-D9 

BLASTX 

g3983125 

141 

6.0e-09 

80 

45 

(AF097648) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

207619 

LIB3120-023-Q1-K1-E1 

BLASTX 

gl!9150 

343 

2.0e-42 

94 

94 

ELONGATION FACTOR 1-ALPHA (EF-1-ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

207620 

LIB3120-023-Q1-K1-E10 
BLASTX 



28546 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl709825 
139 

1.0e-08 

78 
51 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

207621 

LIB3120-023-Q1-K1-E11 

BLASTX 

gl781348 

249 

2.0e-21 

54 

87 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207622 

LIB3120-023-Q1-K1-E4 

BLASTX 

g2191150 

199 

2.0e-15 

72 
68 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

207623 

LIB3120-023-Q1-K1-E6 

BLASTX 

g3023752 

238 

4.0e-20 

83 

61 

FERREDOXIN I PRECURSOR >gi_1418 982_emb_CAA99756_ (Z75520) 
ferredoxin-I [Lycopersicon esculentum] 

207624 

LIB3120-023-Q1-K1-F11 

BLASTX 

g217909 

604 

6.0e-63 

125 

95 

(D14044) glycolate oxidase [Cucurbita sp.] 
207625 

LIB3120-023-Q1-K1-F12 

BLASTX 

g3202030 

430 

2.0e-42 



28547 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

135 c 
67 

(AF069318) geranylgeranyl hydrogenase [Mesembryanthemum 
crystallinum] 

207626 

LIB3120-023-Q1-K1-F2 

BLASTX 

g294845 

246 

7.0e-21 

100 

49 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207627 

LIB3120-023-Q1-K1-F3 

BLASTX 

g4008010 

243 

7.0e-21 

86 
55 

(AF084036) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207628 

LIB3120-023-Q1-K1-F4 
BLASTX 
gl709651 
360 

3.0e-34 
115 
62 

PLASTOCYANIN A 
plastocyanin a 
>gi_9 2981 3_emb_CAA9 0 5 64 
nigra] 



PRECURSOR >gi_2117431__pir S58209 

precursor - black poplar 

(Z50185) plastocyanin a [Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207629 

LIB3120-023-Q1-K1-F8 

BLASTX 

g3341679 

232 

1.0e-19 

59 

81 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

207630 

LIB3120-G23-Q1-K1-G11 

BLASTX 

gl00196 

339 

3.0e-32 



28548 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



80 
80 

chlorophyll a/b-binding protein (cab-11) - tomato 
207631 

LIB3120-023-Q1-K1-G4 

BLASTX 

g2739168 

292 

2.0e-26 

106 

55 

(AF032386) 
tabacum] 



aldose-l-epimerase-like protein [Nicotiana 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207632 

LIB3120-023-Q1-K1-G7 

BLASTX 

g505482 

305 

3.0e-28 

85 

78 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207633 

LIB3120-023-Q1-K1-H1 

BLASTX 

gl352821 

408 

4.0e-40 

80 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207634 

LIB3120-023-Q1-K1-H11 

BLASTX 

gl352821 

257 

1.0e-22 

59 
92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



207635 

LIB3120-023-Q1-K1-H2 
BLASTX 



28549 



NCBI GI 


g4056457 


BLAST score 


361 


E value 


2.0e-34 


Match length 


97 


% identity 


68 


NCBI Description 


(AC005990 



gene. 



ESTs gb_234051 and gb_F13722 come from this 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI J 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207636 

LIB3120-023-Q1-K1-H3 

BLASTX 

g289920 

516 

5.0e-53 

118 

90 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

207637 

LIB3120-023-Q1-K1-H5 

BLASTX 

g422337 

145 

2.0e-09 

32 
40 

protein disulf ide-isomerase homolog precursor - fluke 
(Schistosoma mansoni) >gi_312018_emb_CAA80520_ (Z22933) 
protein disulfide isomerase homologue [Schistosoma mansoni] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207638 

LIB3120-023-Q1-K1-H6 

BLASTX 

gl389835 

192 

6.0e-15 

44 

77 

(U59284) Linum usitatissimum peroxidase 
complete cds. [Linum usitatissimum] 



(FLXPER3) mRNA, 



207639 

LIB3120-023-Q1-K1-H8 

BLASTX 

g4006872 

349 

2.0e-33 

85 

78 

(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



207640 

LIB3120-024-Q1-K1-A1 

BLASTX 

g289920 



28550 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



414 

7.0e-41 , 

86 

92 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207641 

LIB3120-024-Q1-K1-A10 

BLASTX 

g2895188 

152 

3.0e-10 

78 
26 

(AFO 16011) CONSTANS homolog 



[Brassica napus] 



207642 

LIB3120-024-Q1-K1-A11 

BLASTX 

gl354515 

214 

2.0e-17 

77 
65 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

207643 

LIB3120-024-Q1-K1-A12 

BLASTX 

g2388561 

140 

1.0e-08 

69 

43 

(AC000098) Similar to Arabidopsis hypothetical protein 
PID:e326839 (gb__Z97337) . [Arabidopsis thaliana] 

207644 

LIB3120-024-Q1-K1-A4 

BLASTX 

g2341032 

460 

3.0e-46 

93 

92 

(AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 

207645 

LIB3120-024-Q1-K1-A5 

BLASTX 

g3641252 

243 

8.0e-21 

63 



28551 



% identity 

NCBI Description 



78 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestica] 



Seer No 


207646 


Seq. ID 


LIB3120-024-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g!173347 


BLAST score 


202 


E value 


2.0e-16 


Match length 


43 


% identity 


88 


NCBI Description 


SED0HEPTUL0SE-1, 7-BIS PHOSPHATASE CHLOROPLAST PRECURSOR 




(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED(1, 7) P2ASE) 




>gi 100803 pir S23452 sedoheptulose-bisphosphatase {EC 




3.1T3.37) precursor - wheat >gi 14265 emb CAA4 6507 




(X65540) sedoheptulose-1 , 7-bisphosphatase [Triticum. 




aestivum] 


Seq. No. 


207647 


Seq. ID 


LIB3120-024-Q1-K1-A8 


Method 


BLASTX 


NPRT (IT 


al07663? 


RT.AST ^core 

uiiritJ J- JuuiC 


397 


T<* 1 no 

J— i v CL_L Lit? 


1 0p-?8 


Ma^nh "I on fr+" h 

1 V 1CX L. L*i i J-Cliy Ull 




o xtxeii l. x L.y 


J X 


NP"RT nAQpr "i r*)"f" i on 






(X710 1 i7^ nrotpin lcina^p TNi potions tslDr^r'U'ml 


Seq. No. 


207648 


Seq. ID 


LIR31?0-0?4-O1 -K1 -A9 




RLA9TX 


NPRT 

lM*vOi, OX 


^ J / vJ — > _7 J_ 


BLAST score 


368 


Hi V CI X U.t? 




Ma I - oh 1 onrr"t~h 


X 0 u 


?; "i dent" i t v 


54 


NCBI DescriDtion 


(AC0044501 tentative nirin Drotein rArabidorisis theilianal 


Seq. No. 


207649 


Seq. ID 


LIB3120-024-Q1-K1-B1 


Mo t"hnH 


RLA9TX 


NPRT GT 

LM^Ol OX 




XjXltIO ± OOUXC 


99 A 


i_i V GL-L. ULv^ 


2 . Oe-18 








ou 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 




(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana; 


Seq. No. 


207650 


Seq. ID 


LIB3120-024-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


324 


E value 


3.0e-30 



28552 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



107 
66 

(X15190) precursor {AA -68 to 337) [Pisum sativum] 
207651 

LIB3120-024-Q1-K1-B11 

BLASTX 

g4512665 

174 

1.0e-12 

56 

61 

(AC006931) unknown protein [Arabidopsis thaliana] 

>gi_4 54447 2_gb_AAD2 2 379. 1_AC 00658 0_1 1 (AC 006580) unknown 

protein [Arabidopsis thaliana] 



oeq. jno . 


ZU / DOi 


c Qrr t n 
oeq. ±u 


T Tn^l 0 C\ — C\0 A — rM — T^l _RO 
Lldjl^U UZ'l JM 


L v lti LilOU. 


JDJ_irlo I A 




g4 4 U DO 1 O 


oLiAoi score 


Z 4 X 


E value 


x • ue zu 




*± 0 


% identity 


92 


NCBI Description 


(AC006201) 60S ribosomal protein L2 [Arabidop 


oeq. jno. 


Z U / DO J 


beq. id 


T TOO"! OA AO /I Tyl T3 Q 


Mot" h r\r\ 
lit; L-iivju 


DJ-trlO 1 A. 




_1 /"I *7 n *2 £T 


dIjAo l score 


H. 0 / 


Ji VcLXUS 






1 9^ 

lZj 


% i d^nt "i t v 


75 


NCBI Description 


(Y08624) Ted2 [Vigna unguiculata] 


Seq. No. 


207654 


Seq. ID 


LIB3120-024-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


227 


E value 


2.0e-23 


Match length 


84 


% identity 


65 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


207655 


Seq. ID 


LIB3120-024-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


g2828180 


BLAST score 


60 


E value 


4.0e-25 


Match length 


152 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



PI clone: 



MDK4, complete sequence [Arabidopsis thaliana] 



28553 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207656 

LIB3120-024-Q1-K1-B6 

BLASTX 

g2827143 

493 

4.0e-50 

100 
92 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

207657 

LIB3120-024-Q1-K1-B7 

BLASTX 

gl352821 

341 

2.0e-32 

67 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207658 

LIB3120-024-Q1-K1-C1 

BLASTX 

gl353352 

202 

5.0e-16 

58 
71 

(U31975) alanine aminotransferase 
reinhardtii] 



[Chlamydomonas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207659 

LIB3120-024-Q1-K1-C12 

BLASTX 

g!352821 

387 

1.0e-37 

76 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_erab_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207660 

LIB3120-024-Q1-K1-C6 

BLASTX 

g487046 

206 

2.0e-16 
99 



28554 



v X \jL*Z li< — L u _y 


51 




nhnf piqvq+" e±m T rhai n TT nrppnrcriT — maaH fnhappo 

UilULUO y O L.C1LL X L-ilCl. J-ll XX WUUU LUiJOLLv 




>rn 40776Q Hhn RAA09871 ^Dl^71fl^ P^T-Dl nrpnirsnr 




fNi rrit "i ana <=;vl vp^tfi ^1 




W / U U X 


Sea ID 


LIB3120-024-O1-K1-C7 


Method 


BLASTX 


NPRT PIT 


UtU JUT J / 


BLAST score 


154 


E value 


9.0e-ll 


Ma 1 - r*Y\ 1 OTirr"hh 


+J X 


^ XUCIII-X L.y 


61 
Ox 




\ rV^f\J \J y J \J ) XjOXO y*-' Z.JlUOX CHILI yX> C 1J / ii. OvJlLLC XX WILL Liilo 




rron a T &T*phi H pst"i H fhs 1 i anal 


OC4» LNU ■ 


907 669 


ucl| • X LV 


LTR^I 90-094-01 -K1 -PR 




BLASTX 


IN^XjX oX 


rrl 9066Q 


Diino J. OL/Uic 


•J -1. U 


E value 




Mafph 1 i^i t*i rrt* "h 
L\iciLL.Il XfeJIiyLIi 


104 


% identity 


93 


NCBI Description 


GLYCERALDEHYDE 3-PH0SPHATE DEHYDROGENASE , CYT0S0LIC 




^CJl DDUi*l pXI LTL«UL v lo y XyOoX ci XU.cIiyU.tr O ^JllUopila. Lc 








^yX X^jDO eilLD v^rifi^Z jUj ^ADUO^t / / gxycciaxcicnyac 




f-\V» or^iH a +■ a (SoViT7Hr*n(Tona fMarrn/^ 1 i a 1 i 1 i i "f 1 riya 1 
*j kJiitj o kyiia. uc u.t;iiy ui uy ciicidc |_ Licty iiljx xa. xxxxxixuiaj 


oeq* 1NO • 


9H7 

ZU /DDj 




T TR^I 90-094-01 -PT1 — PQ 


Mat - H nH 


DlUlQ J. z\ 


NCBI GI 


gl946368 


BLAST score 


210 


Hi V Cl_L LlC 


o • x / 


via l. oil xciiy L,ii 


6S 


^ luentiuy 


71 
/ X 
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Oeq. 1NO * 


907664 


e&rr TP) 


T TR^I 90-094-D1 -Pfl — ni 1 
XjXdOXZU UZ*± j\x uxx 


L v lt5 LI1UU 


DXfiO i. A. 


NCBI GI 


al352821 


BLAST score 


547 


E value 


2.0e-56 


Match length 


112 


% identity 


89 


NCBI Description 


RIBUL0SE BISPH0SPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISC0 SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

Seq. No. 207665 

Seq. ID LIB3120-024-Q1-K1-D2 

Method BLASTN 



28555 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl8058 
203 

1.0e-110 

231 

97 

Citrus limon cistron for 26S ribosomal RNA 
207666 

LIB3120-024-Q1-K1-D3 

BLASTX 

gl20662 

175 

5.0e-13 

36 
86 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_81621_pir JQ1286 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
Arabidopsis thaliana >gi_336390 (M64115) glyceraldehyde 
3-phosphate dehydrogenase B subunit [Arabidopsis thaliana] 

207667 

LIB3120-024-Q1-K1-D4 

BLASTX 

gl31397 

233 

8.0e-20 

86 

59 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb__CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 


207668 


Seq. ID 


LIB3120-024 


Method 


BLASTX 


NCBI GI 


g2970051 


BLAST score 


241 


E value 


2.0e-20 


Match length 


69 


% identity 


64 


NCBI Description 


(AB012110) 


Seq. No. 


207669 


Seq. ID 


LIB3120-024 


Method 


BLASTX 


NCBI GI 


g2745849 


BLAST score 


196 


E value 


2.0e-15 


Match length 


58 


% identity 


60 



ARG10 [Vigna radiata] 



28556 



NCBI Description (AF039201) germin-like protein; PcGERl [Pinus caribaea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207670 

LIB3120-024-Q1-K1-D9 

BLASTX 

g!170567 

548 

2.0e-56 

111 

94 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 



O fc; Cj_ > Vi\J • 


207671 


Seq. ID 


LIB3120-024-Q1-K1-E1 


Method 


BLASTX 








J1J 


E value 


4 . ue z y 




R7 


% identity 


/ D 


LNUrsi Description 


^/il: J.Z OO / U J ITUO-LoCO dLLlVdic 


O " \J ■ ViKJ • 


207672 


Seq. ID 


LIB3120-024-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl21689 


BLAST score 


281 


E value 


4.0e-25 


Match length 


88 


% identity 


50 


NCBI Description 


GAST1 PROTEIN PRECURSOR >gi_ 




protein - tomato >gi_19247_ei 




[Lycopersicon esculentum] 


Seq. No. 


207673 


Seq. ID 


LIB3120-024-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


407 


E value 


6.0e-40 


Match length 


79 


% identity 


96 



[Vigna radiata] 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207674 

LIB3120-024-Q1-K1-E3 

BLASTX 

gl084321 

273 

4.0e-28 

115 



28557 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

protochlorophyllide reductase (EC 1.3.1.33) - cucumber 
>gi_2244614_dbj_BAA21089_ (D50085) 

NADPH-protochlorophyllide oxidoreductase [Cucumis sativus] 



207675 

LIB3120-024-Q1-K1-E6 

BLASTX 

gl00196 

402 

2.0e-39 

95 
79 

chlorophyll a/b-binding protein 



(cab-11) - tomato 



207676 

LIB3120-024-Q1-K1-E7 

BLASTX 

g625547 

306 

6.0e-31 

103 
63 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_493723__emb__CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 


207677 


Seq. ID 


LIB3120-024-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3420239 


BLAST score 


412 


E value 


1.0e-40 


Match length 


83 


% identity 


94 


NCBI Description 


(AF059484) actin [Gossypium hirsutum] 


Seq. No. 


207678 


Seq. ID 


LIB3120-024-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl34101 


BLAST score 


564 


E value 


3.0e-58 


Match length 


116 


% identity 


97 


NCBI Description 


RUBISCO SUBUNIT BINDING-PROTEIN ALPHA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BUNIT (60 KD 
CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_72958_pir HHCSBA ribulose-bisphosphate carboxylase 

subunit-binding protein alpha chain - castor bean 
( fragment ) 

207679 

LIB3120-024-Q1-K1-F1 

BLASTX 

gl352821 

447 



28558 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



1.0e-44 

85 
93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207680 

LIB3120-024-Q1-K1-F10 

BLASTX 

gl352821 

331 

3.0e-31 

64 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
(RUBISCO SMALL SUBUNIT) >gi_279581__pir_ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



207681 

LIB3120-024-Q1-K1-F11 

BLASTX 

gl21344 

180 

7.0e-25 

119 

52 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR 
(GLUTAMATE-AMMONIA LIGASE) (CHLOROPLAST GS2) 

>gi_68597_pir AJPMQ2 glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - garden pea 
>gi_169059 (M20664) glutamine synthetase (chloroplast GS2) 
(EC 6.3.1.2) [Pisum sativum] 

207682 

LIB3120-024-Q1-K1-F12 

BLASTX 

g!15833 

405 

1.0e-39 

107 

75 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi__170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

207683 

LIB3120-024-Q1-K1-F2 

BLASTX 

g2281088 

238 

4.0e-20 



28559 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



91 
54 

(AC002333) indole-3-acetate beta-glucosyltransf erase isolog 
[Arabidopsis thaliana] 

207684 

LIB3120-024-Q1-K1-F3 

BLASTX 

gl352821 

391 

3.0e-38 

80 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207685 

LIB3120-024-Q1-K1-F4 

BLASTX 

g3420239 

177 

2.0e-13 

35 
94 

(AF059484) actin [Gossypium hirsutum] 
207686 

LIB3120-024-Q1-K1-F5 

BLASTX 

g267082 

514 

2.0e-52 

107 

88 

TUBULIN BETA- 8 CHAIN >gi_320189_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >giJL66908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 

207687 

LIB3120-024-Q1-K1-F6 

BLASTX 

gl352821 

653 

1.0e-68 

128 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207688 

LIB3120-024-Q1-K1-F7 



28560 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3061271 

159 

1.0e-19 

95 

53 

(AB012863) 



NPCA1 [Nicotiana paniculata] 



207689 

LIB3120-024-Q1-K1-F8 

BLASTX 

g2851508 

469 

3.0e-47 

96 

86 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (ACO 00132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207690 

LIB3120-024-Q1-K1-F9 

BLASTX 

g3695063 

359 

2.0e-34 

101 

71 

(AF064789) 
japonicus] 



rac GTPase activating protein 3 [Lotus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207691 

LIB3120-024-Q1-K1-G1 

BLASTX 

gl709651 

149 

9.0e-10 

71 
46 

PLASTOCYANIN A 
plastocyanin a 



PRECURSOR >gi_2117431_pir_ 
precursor - black poplar 



S58209 



>gi_929813_ 
nigra] 



emb CAA90564 (Z50185) plastocyanin a [Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207692 

LIB3120-024-Q1-K1-G10 

BLASTX 

g687677 

139 

1.0e-08 

71 
48 

(U19925) unknown [Arabidopsis thaliana] 



Seq. No. 



207693 



28561 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



LIB3120-024-Q1-K1-G12 

BLASTX 

g!168739 

569 

6.0e-59 

120 
86 

CARBONIC ANHYDRASE 2 (CARBONATE DEHYDRATASE 2) >gi_438449 
(L18901) carbonic anhydrase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207694 

LIB3120-024-Q1-K1-G4 

BLASTX 

g3063392 

347 

7.0e-33 

98 

74 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 



207695 

LIB3120-024-Q1-K1-G5 

BLASTX 

g4262236 

251 

2.0e-21 

71 

72 

(AC006200) putative ribose 
[Arabidopsis thaliana] 



5-phosphate isomerase 



Seq. No. 


207696 


Seq. ID 


LIB3120-024-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4105561 


BLAST score 


427 


E value 


3.0e-42 


Match length 


125 


% identity 


77 


NCBI Description 


(AF047444) ribulose-5- 


Seq. No. 


207697 


Seq. ID 


LIB3120-024-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g!352821 


BLAST score 


263 


E value 


1.0e-25 


Match length 


67 


% identity 


90 


NCBI Description 


RIBULOSE BISPHOSPHATE 



{RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 



207698 

LIB3120-024-Q1-K1-H11 



28562 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3873757 

313 

5.0e-29 

90 

67 

(Z81028) Similarity to Human ATP citrate lyase 
(TR:G603074) ; cDNA EST EMBL:D32678 comes from this gene; 
cDNA EST EMBL:D37759 comes from this gene; cDNA EST 
EMBL:D35374 comes from this gene; cDNA EST EMBL:D35812 
comes from this 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207699 

LIB3120-024-Q1-K1-H12 

BLASTX 

g289920 

237 

2.0e-20 

49 

92 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207700 

LIB3120-024-Q1-K1-H3 

BLASTX 

g3024127 

443 

3.0e-44 

88 
95 

S - ADENOS YLME T H I ON I NE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 


207701 


Seq. ID 


LIB3120-024 


Method 


BLASTX 


NCBI GI 


g3822036 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


71 


% identity 


52 


NCBI Description 


(AF072326) 


Seq. No. 


207702 


Seq. ID 


LIB3120-024 


Method 


BLASTX 


NCBI GI 


g3914473 


BLAST score 


249 


E value 


1.0e-21 


Match length 


73 


% identity 


67 


NCBI Description 


PHOTOSYSTEM 




V) (PSI-L) 



■Q1-K1-H4 



endo-l f 3-1, 4-beta-D-glucanase [Zea mays] 



-H6 



I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

gi_47 9684_pir S35151 photosystem I chain XI - 

spinach >gi_396275_emb_CAA45775_ (X64445) subunit XI of 



28563 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



photosystem I reaction center [Spinacia oleracea] 
207703 

LIB3120-024-Q1-K1-H8 

BLASTX 

gl352821 

233 

1.0e-19 

69 

71 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207704 

LIB3120-024-Q1-K1-H9 

BLASTX 

gl709825 

196 

3.0e-15 

94 

57 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi 1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207705 

LIB3120-025-Q1-K1-A10 

BLASTX 

g3927825 

480 

2.0e-48 

97 

92 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

207706 

LIB3120-025-Q1-K1-A11 

BLASTX 

g2499967 

213 

5.0e-17 

115 

45 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV B PRECURSOR (PSI-E 
B) >gi_632724_bbs_151002 (S72358) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
143 aa] [Nicotiana sylvestris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207707 

LIB3120-025-Q1-K1-A2 

BLASTX 

g3608147 

422 

1.0e-41 



28564 



Match length 


136 


% identity 


65 


NCBI Description 


(AC005314) putative chloroplast 31 




precursor [Arabidopsis thaliana] 


Seq. No. 


207708 


Seq. ID 


LIB3120-025-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2494116 


BLAST score 


277 


E value 


1. Oe-24 


Match length 


135 


% identity 


46 


NCBI Description 


(AC00237 6) Similar to Synechocystis 




(gb D90915) . [Arabidopsis thaliana] 


Seq. No. 


207709 


Seq. ID 


LIB3120-025-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g282833 


BLAST score 


273 


E value 


5.0e-24 


Match length 


65 


% identity 


86 


NCBI Description 


phosphoglycerate kinase (EC 2.7.2.3 


Sea. No 


207710 


Seq. ID 


LIB3120-025-O1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3608147 


BLAST score 


297 


E value 


6.0e-27 


Match length 


107 


% identity 


61 


NCBI Description 


(AC005314) outative chloroolast 31 




precursor [Arabidopsis thaliana] 


Seq. No. 


207711 


Seq. ID 


LIB3120-025-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3914666 


BLAST score 


230 


E value 


5.0e-19 


Match length 


60 


% identity 


77 



- spinach (fragment) 



NCBI Description 



CHLOROPLAST SOS RIBOSOMAL PROTEIN L4 PRECURSOR 
>gi_2791998_emb_CAA74895__ (Y14566) ribosomal protein L4 
[Arabidopsis thaliana] >gi_2792000_emb_CAA748 94_ (Y14565) 
ribosomal protein L4 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207712 

LIB3120-025-Q1-K1-B1 

BLASTX 

g!31187 

485 , 

5.0e-49 

101 



28565 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_72681_pir F1SP3 photosystem I chain III precursor - 

spinach >gi_21303_emb_CAA31523_ (X13133) PS I subunit IV 
preprotein (AA -77 to 154) [Spinacia oleracea] 

>gi_226166_prf 1413236A photosystem I reaction center IV 

[Spinacia oleracea] 

207713 

LIB3120-025-Q1-K1-B10 

BLASTX 

g4539323 

310 

2.0e-28 

98 

66 

(AL035679) putative protein [Arabidopsis thaliana] 
207714 

LIB3120-025-Q1-K1-B12 

BLASTX 

g3169182 

315 

5.0e-29 

71 

85 

(AC004401) unknown protein [Arabidopsis thaliana] 
207715 

LIB3120-025-Q1-K1-B2 

BLASTX 

g4510375 

187 

5.0e-14 

95 
55 

(AC007017) putative homeotic protein BEL1 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score^-,_ 
E value 



207716 

LIB3120-025-Q1-K1-B3 

BLASTX 

g4539452 

518 

7.0e-53 

130 

75 

(AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

207717 

LIB3120-025-Q1-K1-B6 

BLASTX 

g2275202 

519 

'6.0e-53 



28566 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147 
64 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 

207718 

LIB3120-025-Q1-K1-B8 

BLASTX 

gl31385 

552 

8.0e-57 

138 

80 

OXYGEN- EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 
THYLAKOID MEMBRANE PROTEIN) 



;33 KD 
(33 KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207719 

LIB3120-025-Q1-K1-C1 

BLASTN 

gl2283 

74 

2.0e-33 

172 

89 

Spinach plastid psbB operon with genes for 10 kD 
phosphoprotein associated with photosystem II (psbH) , 
apo cytochrome b6 and subunit 4 (petD) of cytochrome b6f 
complex 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207720 

LIB3120-025-Q1-K1-C10 

BLASTN 

g4519194 

41 

1.0e-13 

193 

80 

Arabidopsis thaliana genomic DNA, 
MHM17, complete sequence 



chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207721 

LIB3120-025-Q1-K1-C11 

BLASTX 

g3080428 

404 

2.0e-39 

104 

71 

(AL022604) putative protein [Arabidopsis thaliana] 
207722 

LIB3120-025-Q1-K1-C2 

BLASTX 

gl352821 

480 

2.0e-48 



28567 



Match length 

% identity 

NCBI Description 



© 

91 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No* 


207723 


Seq. ID 


LIB3120-025-O1-K1-C3 


MaI - hod 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


45 


% identity 


65 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


207724 


Seq, ID 


LIB3120-025-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gll68410 


BLAST score 


534 


E value 


1.0e-54 


Match length 


129 


% identity 


81 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



>gi_2118267_pir S58167 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927505_emb_CAA61947_ (X89829) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

207725 

LIB3120-025-Q1-K1-C8 

BLASTX 

g2191135 

161 

6.0e-ll 

80 

36 

(AF007269) A_IG002N01 . 14 gene product [Arabidopsis 
thaliana] 

207726 

LIB3120-025-Q1-K1-D1 

BLASTX 

g2511691 

480 

2.0e-48 

143 

66 

(Z99953) cysteine proteinase precursor [Phaseolus vulgaris] 
207727 

LIB3120-025-Q1-K1-D11 

BLASTX 

g4417203 

698 



28568 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-74 

144 

90 

(AB006386) 



maturase [Tilia kiusiana] 



207728 

LIB3120-025-Q1-K1-D12 

BLASTX 

g3122673 

514 

2.0e-52 

130 
77 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

207729 

LIB3120-025-Q1-K1-D3 

BLASTX 

gl20669 

575 

2.0e-59 

134 

82 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2 •1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

207730 

LIB3120-025-Q1-K1-D4 

BLASTX 

g3929333 

255 

4.0e-22 

120 

44 

CYTOCHROME P450 76B1 (7-ETHOXYCOUMARIN O-DEETHYLASE) (ECOD) 
(PHENYLUREA DEALKYLASE) >gi_2370230_emb_CAA71054_ (Y09920) 
7-ethoxycoumarin O-deethylase [Helianthus tuberosus] 

207731 

LIB3120-025-Q1-K1-D6 

BLASTX 

gl352821 

152 

5.0e-10 

29 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 



207732 



28569 



Seq. ID 


LIB3120-025-Q1-K1-D7 


Method 


BLASTX 


L*i i-J _L _L 


y j / ^ J/. 


BLAST score 


252 


E value 


9.0e-34 


Match length 


125 


% identity 


60 


NCBI Description 


(AC004450) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


207733 


Seq. ID 


LIB3120-025-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl36707 


BLAST score 


452 


E value 


4.0e-45 


Match length 


125 


% identity 


70 


NCBI Description 


CYTOCHROME B6-F COMPLEX IRON- SULFUR SUBUNIT PRECURSOR 



(RIESKE I RON- SULFUR PROTEIN) (RISP) >gi_280397jpir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 



Seq. No. 


207734 


Seq. ID 


LIB3120-025-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2880051 


BLAST score 


223 


E value 


4.0e-36 


Match length 


103 


% identity 


74 


NCBI Description 


(AC002340) putative protein kinase 


Seq. No. 


207735 


Seq. ID 


LIB3120-025-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl946367 


BLAST score 


202 


E value 


9.0e-16 


Match length 


103 


% identity 


36 


NCBI Description 


(U93215) unknown protein [Arabidops 


Seq. No. 


207736 


Seq. ID 


LIB3120-025-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3202030 


BLAST score 


370 


E value 


2.0e-35 


Match length 


121 


% identity 


65 


NCBI Description 


(AF069318) geranylgeranyl hydrogena 




crystallinum] 


Seq. No. 


207737 


Seq. ID 


LIB3120-025-Q1-K1-E3 



28570 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4115561 

260 

1.0e-22 

118 

46 

(AB013597 ) UDP-glucose:anthocyanin 5-O-glucosyltransf erase 
homologue [Per ilia frutescens] 

207738 

LIB3120-025-Q1-K1-E4 

BLASTX 

gl352821 

618 

2.0e-64 

126 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


207739 


Seq. ID 


LIB3120-025-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


407 


E value 


9.0e-40 


Match length 


128 


% identity 


71 


NCBI Description 


(AF126870) rubisco act 


Seq. No. 


207740 


Seq. ID 


LIB3120-025-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3024362 


BLAST score 


191 


E value 


1.0e-14 


Match length 


66 


% identity 


62 


NCBI Description 


PHENYLALANINE AMMONIA- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SE G2B >gi_2118317_pir S60042 

phenylalanine ammonia-lyase (EC 4.3.1.5) 2b - Japanese 
aspen x large-toothed aspen >gi_1109641_dbj__BAA07860_ 
(D43802) phenylalanine ammonia-lyase [Populus 
kitakamiensis] 

207741 

LIB3120-025-Q1-K1-E8 

BLASTX 

g2129538 

337 

1.0e-31 

71 
89 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 



28571 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207742 

LIB3120-025-Q1-K1-E9 

BLASTX 

g3024362 

397 

1.0e-38 

106 
74 

PHENYLALANINE AMMONIA- LYASE G2B >gi_2118317_pir S60042 

phenylalanine ammonia- lyase (EC 4.3.1.5) 2b - Japanese 
aspen x large-toothed aspen >gi_1109641_dbj_BAA078 60_ 
(D43802) phenylalanine ammonia-lyase [Populus 
kitakamiensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207743 

LIB3120-025-Q1-K1-F1 

BLASTX 

g231688 

704 

1.0e-74 

127 
99 

CATALASE ISOZYME 2-*>gi_99599_pir S17493 catalase 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ 
subunit 2 of cotton catalase [Gossypium hirsutum] 



(EC 

(X56675) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207744 

LIB3120-025-Q1-K1-F10 

BLASTX 

g2833386 

371 

1.0e-35 

98 
79 

RIBULOSE-PHOSPHATE 3-EPIMERASE PRECURSOR 
(PENTOSE-5-PHOSPHATE 3-EPIMERASE) (PPE) (RPE) (R5P3E) 

>gi_2129493_pir S62724 ribulose-phosphate 3-epimerase 

5.1.3.1) precursor - spinach >gi_1162980 (L42328) 
ribulose-5-phosphate 3-epimerase [Spinacia oleracea] 
>gi_3264788 (AF070941) ribulose-phosphate 3-epimerase 

[Spinacia oleracea] >gi_1587969_prf 2207382A 

D-ribulose-5-phosphate 3-epimerase [Sorghum bicolor] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207745 

LIB3120-025-Q1-K1-F11 

BLASTX 

g487046 

310 

3.0e-30 

127 

55 

photosystem I chain II precursor - wood tobacco 
>gi_407769_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 



Seq. No. 



207746 



28572 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-025-Q1-K1-F12 

BLASTX 

g543939 

652 

2.0e-68 

140 

82 

CHLOROPHYLL A-B BINDING PROTEIN CP24 PRECURSOR 

>gi_541819_pir S40210 chlorophyll a/b-binding protein CP24 

precursor - spinach >gi_437991_emb_CAA81105_ (Z25886) 20 
kDa protein of CP24 precursor protein [Spinacia oleracea] 



207747 

LIB3120-025-Q1-K1-F2 

BLASTX 

g289920 

464 

1.0e-46 

109 

83 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



207748 

LIB3120-025-Q1-K1-F4 

BLASTX 

g3355468 

468 

5.0e-47 

108 

91 

(AC004218) 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



207749 

LIB3120-025-Q1-K1-F6 

BLASTX 

g!168411 

351 

3.0e-33 

93 

80 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



207750 

LIB3120-025-Q1-K1-F8 

BLASTX 

g4309738 

433 

7.0e-43 

103 
80 

(AC006439) putative tubby protein [Arabidopsis thaliana] 
207751 

LIB3120-025-Q1-K1-G1 
BLASTX 



28573 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{ THREONINE — TRNA LIGASE) (THRRS) 
(D64004) threonyl-tRNA synthetase 



g2501062 
183 

1.0e-13 

52 
62 

THREONYL-TRNA SYNTHETASE 
>gi_1001722_dbj_BAA10559_ 
[Synechocystis sp.] 

207752 

LIB3120-025-Q1-K1-G10 

BLASTX 

g4191774 

263 

5.0e-48 

127 
77 

(AC005917) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207753 

LIB3120-025-Q1-K1-G12 

BLASTX 

gl31385 

461 

4.0e-46 

130 

74 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 
THYLAKOID MEMBRANE PROTEIN) 



33 KD 
(33 KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207754 

LIB3120-025-Q1-K1-G3 

BLASTX 

gl703129 

524 

1.0e-53 

97 

99 

ACT IN 11 >gi_2129522_pir S68109 actin 11 - Arabidopsis 

thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



207755 

LIB3120-025-Q1-K1-G4 

BLASTX 

g3869088 

546 

4.0e-56 

104 

100 

(AB019427) elongation factor-1 alpha 
207756 

LIB3120-025-Q1-K1-H1 
BLASTX 



[Nicotiana paniculata] 



28574 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4204697 
346 

9.0e-33 

77 

81 

(AF117063) putative inositol polyphosphate 5-phosphatase 
At5P2 [Arabidopsis thaliana] 

207757 

LIB3120-025-Q1-K1-H10 

BLASTX 

g2541876 

264 

5.0e-23 

98 

48 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207758 

LIB3120-025-Q1-K1-H2 

BLASTX 

gl071913 

605 

4.0e-63 

130 

89 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37 963) cysteine 
synthase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207759 

LIB3120-025-Q1-K1-H4 

BLASTX 

gl703129 

543 

8.0e-56 

102 

98 

ACTIN 11 >gi_2129522_pir S68109 actin 

thaliana >gi_1002533 (D27981) actin-11 
thaliana] 



11 - Arabidopsis 
[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207760 

LIB3120-025-Q1-K1-H5 

BLASTX 

g2117700 

567 

1.0e-58 

113 

91 

transketolase (EC 2.2.1, 



1) precursor - potato (fragment) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



207761 

LIB3120-025-Q1-K1-H8 

BLASTX 

g68200 



28575 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



440 

1.0e-43 

108 

83 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

207762 

H&3120-026-Q1-K1-A1 

BLASTX 

gl352821 

325 

2.0e-30 

65 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207763 

LIB3120-026-Q1-K1-A10 

BLASTX 

g2689720 

337 

1.0e-31 

115 

59 

(AF037168) DnaJ homologue [Arabidopsis thaliana] 
207764 

LIB3120-026-Q1-K1-A11 

BLASTX 

g505482 

514 

2.0e-52 

112 

88 

(X64349) 33 kDa polypeptide of water-oxidizing complex of 
photosystem II [Nicotiana tabacum] 

207765 

LIB3120-026-Q1-K1-A3 

BLASTX 

g3650033 

353 

1.0e-33 

78 

91 

(AC005396) unknown protein [Arabidopsis thaliana] 
207766 

LIB3120-026-Q1-K1-A5 

BLASTX 

gl352821 



28576 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



157 

5.0e-ll 

43 
72 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Q /-> /T KT/^i 

oeq • ino • 


907767 




LIB3120-026-O1-K1-A6 




BLASTX 


NCBI GI 


g2281338 


BLAST score 


489 


E value 


2.0e-49 


Match length 


117 


% identity 


78 


NCBI Description 


(U83621) putative pectate lyase [Arabidopsis thaliana] 


Seq. No. 


207768 


Seq. ID 


LIB3120-026-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


167 


E value 


3.0e-12 


Match length 


46 


% identity 


76 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207769 

LIB3120-026-Q1-K1-A9 

BLASTX 

gl352821 

539 

3.0e-55 

105 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207770 

LIB3120-026-Q1-K1-B10 

BLASTX 

gl352821 

649 

3.0e-68 

122 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



28577 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


207771 


Seq. ID 


LIB3120-026-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl6a4851 


BLAST score 


186 


E value 


3.0e-14 


Match length 


80 


% identity 


51 


NCBI Description 


(U77935) DnaJ-like protein [Phaseolus vulgaris] 


Seq. No. 


207772 


Seq. ID 


LIB3120-026-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g282865 


BLAST score 


430 


E value 


2 0e-42 


Match length 


105 


% identity 


80 


NCBI Description 


phi fSronhvl 1 3 /In— In "i x\c\ \ nrr nynt" <=* "i n — Ayplni H<mnci fhal i ^ri3 




>ai 16207 emb CAA39534 (X56062) chloroohvll A/B-bindina 




protein [Arabidopsis thaliana] >gi 166644 (M85150) 




chlorophyll a/b-binding protein [Arabidopsis thaliana] 


Seq. No. 


207773 


Seq. ID 


LIB3120-026-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


262 


E value 


7.0e-23 


Match lenath 


75 


% identitv 


75 


NCBI Description 


f ructosp- lni c !Tnho c !nbpi"h p ^1 Hnl 3«;p (VP 4 19 1 nrprnr^nr 




chloroplast - spinach >gi 22633 emb CAA47293 (X66814) 




f ructose-bisphosphate aldolase [Spinacia oleracea] 


Seq. No. 


207774 


Seq. ID 


LIB3120-026-O1-K1-B4 


Method 


BLASTX 


NCBI GI 


a2244979 


BLAST score 


329 


E value 


8 , 0e-31 


Match length 


105 


% identity 


64 


NCBI Description 


(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 




thaliana] 


Seq. No. 


207775 


Seq. ID 


LIB3120-026-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4220534 


BLAST score 


275 


E value 


3.0e-24 



28578 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
69 

(AL035356) putative protein [Arabidopsis thaliana] 



207776 

LIB3120-026-Q1-K1-B6 

BLASTN 

g!8487 

83 

8.0e-39 

103 

95 

G. hirsutum mRNA for 



cotton catalase subunit 



207777 

LIB3120-026-Q1-K1-B7 

BLASTX 

g2642648 

551 

8.0e-57 

111 

95 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 

207778 

LIB3120-026-Q1-K1-B8 

BLASTX 

g2833386 

226 

1.0e-18 

71 

70 

RIBULOSE-PHOSPHATE 3-EPIMERASE PRECURSOR 
(PENTOSE-5-PHOSPHATE 3-EPIMERASE) (PPE) (RPE) (R5P3E) 

>gi_2129493__pir S62724 ribulose-phosphate 3-epimerase (EC 

5.1.3.1) precursor - spinach >gi_1162980 (L42328) 
ribulose-5-phosphate 3-epimerase [Spinacia oleracea] 
>gi_3264788 (AF070941) ribulose-phosphate 3-epimerase 

[Spinacia oleracea] >gi_1587969_prf 2207382A 

D-ribulose-5-phosphate 3-epimerase [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207779 

LIB3120-026-Q1-K1-B9 

BLASTX 

gl352821 

510 

7.0e-52 

104 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



28579 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207780 

LIB3120-026-Q1-K1-C11 

BLASTX 

gl076800 

433 

4.0e-44 

108 
86 

L-ascorbate peroxidase (EC 1.11.1.11) , cytosolic isozyme - 
maize >gi_600116_emb_CAA84406_ (Z34934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_10965p3_prf 2111423A ascorbate 

peroxidase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207781 

LIB3120-026-Q1-K1-C12 

BLASTX 

gl31392 

359 

2.0e-34 

93 
74 

OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81479_pir S00005 photosystem II oxygen-evolving 

complex protein 2 precursor - spinach 
>gi_21265_emb_CAA29055_ (X05511) 23 kDa OEC protein 

[Spinacia oleracea] >gi_225596_prf 1307179A luminal 

protein 23kD [Spinacia oleracea] 



KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207782 

LIB3120-026-Q1-K1-C2 

BLASTX 

g4539422 

384 

3.0e-37 

115 

67 

(AL049171) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207783 

LIB3120-026-Q1-K1-C3 

BLASTX 

g2982318 

287 

2.0e-26 

62 
82 

(AF051244) 
mariana] 



probable 60S ribosomal protein L15 [Picea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207784 

LIB3120-026-Q1-K1-C6 

BLASTX 

gl771778 

508 

1.0e-51 



28580 



Match length 

% identity 

NCBI Description 



124 
77 

(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207785 

LIB3120-026-Q1-K1-D1 

BLASTX 

gl31385 

529 

4.0e-54 

130 

82 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 
THYLAKOID MEMBRANE PROTEIN) 



;33 KD 
(33 KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



207786 

LIB3120-026-Q1-K1-D11 

BLASTX 

g3738261 

545 

5.0e-56 

127 

86 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 

207787 

LIB3120-026-Q1-K1-D3 

BLASTX 

gll68446 

152 

6.0e-10 

123 

33 

AMINOPEPTIDASE N (ALPHA- AMI NOACYL PEPTIDE HYDROLASE) 

>gi_1073840jpir F64132 aminopeptidase N (pepN) homolog - 

Haemophilus influenzae (strain Rd KW20) >gi_15744 60 
(U32835) aminopeptidase N (pepN) [Haemophilus influenzae 
Rd] 

207788 

LIB3120-026-Q1-K1-D5 

BLASTX 

g543565 

288 

9.0e-26 

90 

58 

hypothetical 10. OK protein - Zinnia elegans 
>gi_493721_dbj_BAA06462_ (D30802) TED4 [Zinnia elegans] 
>gi_641903 (U19266) putative nonspecific lipid transfer; 
auxin induced gene [Zinnia elegans] 

207789 

LIB3120-026-Q1-K1-D7 



28581 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g4204267 

159 

8.0e-ll 

37 
81 

(AC005223) 



55585 [Arabidopsis thaliana] 



207790 

LIB3120-026-Q1-K1-D8 

BLASTX 

gll70507 

625 

2.0e-65 

132 
90 

EUKARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_100276_pir S22579 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_emb_CAA43514_ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginifolia] 

207791 

LIB3120-026-Q1-K1-E1 

BLASTX 

g!18564 

594 

8.0e-62 

121 

93 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXY PYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.2 9) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NAD H- dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14609) NAPH- dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

207792 

LIB3120-026-Q1-K1-E10 

BLASTX 

g2191197 

446 

3.0e-44 

122 
72 

(AF007271) contains similarity to Synechococcus PCC7 942 
chromosomal region used as basis of neutral sitell 
recombinational cloning vector (PID: gll74192) [Arabidopsis 
thaliana] 

207793 

LIB3120-026-Q1-K1-E11 

BLASTX 

g464986 

617 

2.0e-64 



28582 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



® 

116 
98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin— protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297 884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (LOO 63 9) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

207794 

LIB3120-026-Q1-K1-E12 

BLASTX 

gl32091 

331 

3.0e-42 

106 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN Fl PRECURSOR 
(RUBISCO SMALL SUBUNIT Fl) >gi_68065_pir RKRPF1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

precursor (gene rbcSFl) - rape >gi_17852_emb__CAA39402_ 
(X55937) ribulose bisphosphate carboxylase /oxygenase 

small subunit [Brassica napus] 

207795 

LIB3120-026-Q1-K1-E2 

BLASTX 

gl352821 

579 

5.0e-60 

119 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581jpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207796 

LIB3120-026-Q1-K1-E6 

BLASTX 

g4432823 

174 

2.0e-12 

148 

39 

(AC006593) hypothetical protein [Arabidopsis thaliana] 
207797 

LIB3120-026-Q1-K1-E9 

BLASTX 

gl935912 



28583 




BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220 . . 

4.0e-18 

90 

49 

(U77346) LLS1 [Zea mays] 
207798 

LIB3120-026-Q1-K1-F1 

BLASTX 

g21491 

162 

3.0e-ll 

46 

67 

(X04401) ST-LS1 protein 



(AA 1-138) [Solanum tuberosum] 



207799 

LIB3120-026-Q1-K1-F10 

BLASTX 

g!071913 

368 

3.0e-35 

132 

64 

cysteine synthase {EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 

207800 

LIB3120-026-Q1-K1-F12 

BLASTX 

gl352821 

569 

7.0e-59 

117 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



207801 

LIB3120-026-Q1-K1-F2 

BLASTX 

gl354515 

228 

7.0e-19 

131 

43 

(U55837) carbonic anhydrase 
tremuloides] 



[Populus tremula x Populus 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



207802 

LIB3120-026-Q1-K1-F3 

BLASTX 

g3738306 



28584 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 

7.0e-09 

52 
52 

(AC005309) unknown protein [Arabidopsis thaliana] 
207803 

LIB3120-026-Q1-K1-F6 

BLASTX 

g2384671 

362 

4.0e-44 

130 

71 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 

207804 

LIB3120-026-Q1-K1-F8 

BLASTX 

g417103 

503 

6.0e-59 

123 

94 

HISTONE H3.2, MINOR >gi_282871jpir S2434 6 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324__emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA5844 5_ (X83422) 
histone H3 variant H3 . 3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469__gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi__4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

207805 

LIB3120-026-Q1-K1-G10 

BLASTX 

g3128217 

169 

6.0e-12 

68 
54 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337374 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 



28585 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 



207806 

LIB3120-026-Q1-K1-G2 

BLASTX 

g3947719 

250 

2.0e-21 

53 

94 

(AJ012653) ribosomal protein S28 [Prunus persica] 
>gi_3947721_emb_CAA10102_ (AJ012654) ribosomal protein S28 
[Prunus persica] >gi_3947723_emb_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207807 

LIB3120-026-Q1-K1-G3 

BLASTX 

g3914430 

240 

2.0e-20 

63 

75 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) ( MULT I CAT AL YT I C ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) 265* pr o tea some beta 
subunit [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207808 

LIB3120-026-Q1-K1-G4 

BLASTX 

g3090403 

220 

5.0e-18 

73 
66 

(AJ005671) cytochrome b6f complex subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207809 

LIB3120-026-Q1-K1-G5 

BLASTX 

g3108053 

433 

4.0e-60 

125 
96 

(AF056326) 
mays] 



myo-inositol 1 -phosphate synthase; INOl [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207810 

LIB3120-026-Q1-K1-G6 

BLASTX 

g2191138 

209 

1.0e-16 

108 

46 

(AF007269) A IG002N01.18 gene product [Arabidopsis 



28586 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



thaliana] 
207811 

LIB3120-026-Q1-K1-G8 

BLASTX 

gll68411 

270 

7.0e-24 

77 

74 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



207812 

LIB3120-026-Q1-K1-G9 

BLASTX 

gll5812 

615 

3.0e-64 

118 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-7) (LHCP) >gi_100312_pir S14 650 chlorophyll 

a/b-binding protein - common tobacco 

>gi_19837_emb_CAA41187_ (X58229) chlorophyll a /b binding 
protein [Nicotiana tabacum] 

207813 

LIB3120-026-Q1-K1-H10 

BLASTX 

g3668086 

314 

7.0e-29 

89 

66 

(AC004667) unknown protein [Arabidopsis thaliana] 
207814 

LIB3120-026-Q1-K1-H11 

BLASTX 

gl352821 

452 

3.0e-45 

92 
92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207815 

LIB3120-026-Q1-K1-H12 

BLASTX 

gl352821 

370 

8.0e-36 
79 



28587 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207816 

LIB3120-026-Q1-K1-H3 

BLASTN 

g450504 

44 

4.0e-16 

124 

84 

G. hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 

207817 

LIB3120-026-Q1-K1-H4 

BLASTX 

gl352821 

531 

2.0e-54 

102 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581j?ir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207818 

LIB3120-026-Q1-K1-H5 

BLASTX 

g418507 

235 

1.0e-19 

112 

42 

S-ADENOSYLMETHIONINE : 2-DEMETHYLMENAQUINONE 

METHYLTRANSFERASE >gi_541097_pir S40872 hypothetical 

protein fl61 - Escherichia coli >gi_305032 (L19201) 
ORF_fl61 [Escherichia coli] >gi_1336002 (U56082) 
S-adenosylmethionine : 2-demethylmenaquinone 

methyltransf erase [Escherichia coli] >gi_1790364 (AE0004 67) 
menaquinone biosynthesis, unknown [Escherichia coli] 

207819 

LIB3120-026-Q1-K1-H6 

BLASTX 

gl352821 

363 

6.0e-35 

73 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



28588 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_279581j?ir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207820 

LIB3120-026-Q1-K1-H8 

BLASTX 

gl33872 

315 

2.0e-40 

133 

65 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast - 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060_emb__CAA46927_ 

(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 

[Spinacia oleracea] 

207821 

LIB3120-026-Q1-K1-H9 

BLASTX 

g2494076 

309 

1.0e-28 

68 

85 

NADP- DEPENDENT GLYCERALDEHYDE- 3- PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 

DEHYDROGENASE ) ( GLYCERALDEHYDE- 3 - PHOS PHATE DEHYDROGENASE 
(NADP+) ) { TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U87848) non-phosphor ylating glyceraldehyde dehydrogenase 
[Nicotiana plumbaginif olia] 



Seq. No. 


207822 


Seq. ID 


LIB3120-027-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2791423 


BLAST score 


197 


E value 


4.0e-15 


Match length 


69 


% identity 


54 


NCBI Description 


(AL021185) bcp [Mycobacterium tuberculosis 


Seq. No. 


207823 


Seq. ID 


LIB3120-027-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g543905 


BLAST score 


546 


E value 


4.0e-56 


Match length 


140 


% identity 


71 


NCBI Description 


BRASS INOSTEROID-REGULATED PROTEIN BRU1 >gi 



brassinosteroid-regulated protein [Glycine max] 



28589 





207824 


Seq. ID 


LIB3120-027-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


al439609 


BLAST score 


609 


E value 


2.0e-63 


M^tph 1 pnfT"i"Vi 


123 


9- 1 Hpirhi t"u 


55 




(nfi?77fil riplta-f onodast 




hi "T^lltllTnl 




207825 


Seq. ID 


LIB3120-027-Q1-K1-A5 


Method. 


BLASTX 


NCBI GI 


g4006878 


BLAST score 


228 


F. va 1 np 


9. Oe-19 




94 








(Z997071 MAP3K-like orote 




207826 


Seq. ID 


LIB3120-027-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3913239 


BLAST score 


283 


E value 


3.0e-25 


Match length 


128 


% identity 


51 


NCBI Description 


PROBABLE 1-DE0XYXYLUL0SE- 



'HOSPHATE SYNTHASE (DXP 
SYNTHASE) >gi_2612941 (AF024512) CLA1 transketolase-like 
protein [Oryza sativa] 



Seq. No. 


207827 


Seq. ID 


LIB3120-027-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2809246 


BLAST score 


308 


E value 


1.0e-28 


Match length 


86 


% identity 


63 


NCBI Description 


(AC002560) F2401.15 [Arabidopsis thaliana] 


Seq. No. 


207828 


Seq. ID 


LIB3120-027-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4512709 


BLAST score 


245 


E value 


6.0e-21 


Match length 


58 


% identity 


79 


NCBI Description 


(AC006569) putative photosystem I reaction 




IV precursor [Arabidopsis thaliana] 


Seq. No. 


207829 


Seq. ID 


LIB3120-027-Q1-K1-B5 


Method 


BLASTX 



28590 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl26896 
648 

5.0e-68 

142 

89 

MALATE DEHYDROGENASE , MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37} 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 

207830 

LIB3120-027-Q1-K1-B7 

BLASTX 

gl352821 

614 

5.0e-64 

118 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207831 

LIB3120-027-Q1-K1-B8 

BLASTX 

g285317 

451 

6.0e-45 
141 
68 

dihydrolipoamide dehydrogenase (EC 1.8.1.4) 



- garden pea 



Seq. No. 
Seq. ID 
Method 



207832 

LIB3120-027-Q1-K1-C2 

BLASTX 

gl755156 

408 

7.0e-40 

129 

62 

(U75189) germin-like protein [Arabidopsis thaliana] 
>gi_1755158 (U75190) germin-like protein [Arabidopsis 
thaliana] >gi_1755170 (U75196) germin-like protein 
[Arabidopsis thaliana] >gi_1755172 (U75197) germin-like 
protein [Arabidopsis thaliana] >gi_1755180 (U75201) 
germin-like protein [Arabidopsis thaliana] >gi_1755190 
(U75206) germin-like protein [Arabidopsis thaliana] 
>gi_1934728 (U95035) germin-like protein [Arabidopsis 
thaliana] >gi_4154285 (AF090733) germin-like protein 1 
[Arabidopsis thaliana] 

207833 

LIB3120-027-Q1-K1-C3 
BLASTX 



28591 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl352821 
254 

3.0e-22 

65 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1,1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207834 

LIB3120-027-Q1-K1-C4 

BLASTX 

g322752 

190 

3.0e-14 

102 

40 

auxin- independent growth promoter - Nicotiana tabacum 
>gi_559921_emb_CAA56570_ (X80301) axi 1 [Nicotiana tabacum] 

207835 

LIB3120-027-Q1-K1-C6 

BLASTX 

gl!5470 

460 

5.0e-49 

140 

70 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA4 6508_ (X65541) carbonic anhydrase 

[Arabidopsis thaliana] 

207836 

LIB3120-027-Q1-K1-C7 

BLASTX 

gl352821 

635 

2.0e-66 

119 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207837 

LIB3120-027-Q1-K1-C8 

BLASTX 

g730922 

373 

7.0e-36 
130 



28592 




% identity 59 

NCBI Description T-COMPLEX PROTEIN 1, ZETA SUBUNIT (TCP-1-ZETA) (CCT-ZETA) 

(TCP20) (HTR3) >gi_627402_pir S48087 chaperonin TCP20 - 

human >gi_517065 (L27706) chaperonin-like protein [Homo 
sapiens] >gi_4502643_ref_NP_001753 . l_pCCT6_ chaperonin 
containing T-complex subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207838 

LIB3120-027-Q1-K1-D3 

BLASTX 

g289920 

596 

6.0e-62 

126 

88 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207839 

LIB3120-027-Q1-K1-D4 

BLASTX 

gll69534 

294 

1.0e-26 

64 
89 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

( 2 - PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_542019_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207840 

LIB3120-027-Q1-K1-D6 

BLASTX 

g549063 

405 

2.0e-39 

120 

67 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi 1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

207841 

LIB3120-027-Q1-K1-D7 

BLASTX 

g400890 

154 

4.0e-10 

111 
32 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953- photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA4 8557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_2 60 917_bbs_l 19338 (S49864) 



28593 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



207842 

LIB3120-027-Q1-K1-D8 

BLASTX 

gll81599 

501 

9.0e-51 

153 
65 

(D83007) subunit of photosystem I 



[Cucumis sativus] 



207843 

LIB3120-027-Q1-K1-E1 

BLASTX 

g4406812 

169 

3.0e-12 

89 

43 

(AC006201) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 


207844 


Seq. ID 


LIB3120-027 


Method 


BLASTX 


NCBI GI 


g3901268 


BLAST score 


169 


E value 


7.0e-12 


Match length 


143 


% identity 


30 


NCBI Description 


(AF060173) 


Seq. No. 


207845 


Seq. ID 


LIB3120-027 


Method 


BLASTX 


NCBI GI 


g2565305 


BLAST score 


748 


E value 


9.0e-80 


Match length 


151 


% identity 


94 


NCBI Description 


(AF024589) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



glycine decarboxylase P subunit [Hordeum sp. 
Triticum sp. ] 

207846 

LIB3120-027-Q1-K1-E8 

BLASTX 

g4406530 

446 

2.0e-44 

122 

75 

(AF126870) rubisco activase [Vigna radiata] 
207847 

LIB3120-027-Q1-K1-F1 



28594 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3063643 

398 

1.0e-38 

97 

82 

(AF056622) putative Cu/Zn superoxide dismutase precursor 
[Vitis vinifera] 



oeq. 1NO. 


U / OtIO 


oeq . ±JJ 


T TR^1 90-097— D1 — K1 —V9 






VfpDT (IT 


y *j »j s ~s \j *s 


RT.AST qrnrf 

i-JiJil.^-' J- O ^ V/ J_ C- 


201 


E value 


1.0e-15 


Match length 


146 


% identity 


38 


NCBI Description 


(J05282) insect-type dehydrogenase 


Seq. No. 


207849 


Seq. ID 


LIB3120-027-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gll5833 


BLAST score 


527 


E value 


7.0e-54 


Match length 


129 


% identity 


78 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN CP2 



[Pseudomonas cepacia] 



10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/fo-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 



Seq. No. 


207850 


Seq. ID 


LIB3120-027-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl946690 


BLAST score 


511 


E value 


5.0e-52 


Match length 


126 


% identity 


75 


NCBI Description 


(U94495) glutathione peroxid 


Seq. No. 


207851 


Seq. ID 


LIB3120-027-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3319882 


BLAST score 


285 


E value 


1.0e-25 


Match length 


71 


% identity 


82 


NCBI Description 


(AJ004960) elongation factor 




arietinum] 


Seq. No. 


207852 


Seq. ID 


LIB3120-027-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4206195 



[Arabidopsis thaliana] 



1-alpha (EFl-a) [Cicer 



28595 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223 

1.0e-36 

86 
85 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4262169_gb__AAD144 69_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 

207853 

LIB3120-027-Q1-K1-G1 

BLASTX 

g4406812 

503 

5.0e-51 

127 

73 

(AC006201) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207854 

LIB3120-027-Q1-K1-G2 

BLASTX 

g886100 

550 

1.0e-56 

129 

82 

(U2734 7) putative water channel protein; plasmalemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 

207855 

LIB3120-027-Q1-K1-G4 

BLASTX 

gl354515 

316 

4.0e-29 

142 

50 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

207856 

LIB3120-027-Q1-K1-G5 

BLASTX 

g730922 

524 

2.0e-53 

149 

69 

T-COMPLEX PROTEIN 1, ZETA SUBUNIT (TCP-1-ZETA) (CCT-ZETA) 

(TCP20) (HTR3) >gi_627402_pir S48087 chaperonin TCP20 - 

human >gi_517065 (L27706) chaperonin-like protein [Homo 
sapiens] >gi_4502643_ref_NP_001753. l_pCCT6_ chaperonin 
containing T-complex subunit 



Seq. No. 



207857 



28596 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-027-Q1-K1-G6 

BLASTX 

g470373 

247 

5.0e-21 

146 

39 

(U00047) ZK418.5 gene product [Caenorhabditis elegans] 
207858 

LIB3120-027-Q1-K1-G8 

BLASTX 

gl352821 

244 

1.0e-40 

91 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207859 

LIB3120-027-Q1-K1-H1 

BLASTX 

g2129931 

257 

2.0e-22 

94 

59 

lycopene beta-cyclase 



tomato 



207860 

LIB3120-027-Q1-K1-H3 

BLASTX 

g2493146 

310 

2.0e-28 

93 

70 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_755148 
(U13669) vacuolar HH — ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_4519415_dbj_BAA75542 . 1__ (AB024275) 

vacuolar H+ -ATPase c subunit [Citrus unshiu] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207861 

LIB3120-027-Q1-K1-H5 

BLASTX 

g20729 

526 

1.0e-53 
149 
73 

(X15190) 



precursor (AA -68 to 337) [Pisum sativum] 



Seq. No. 



207862 



28597 




Seq. ID 


LIB3120-027-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3550663 


BLAST score 


277 


Fl Vri 1 IIP 

X-J V C-l _1_ UL 


1.0e-24 


Match lenath 


130 


% "Ldpnt i t v 


51 


NCBI Description 


(AJ007739) w-3 desaturase [Solanum tuberosum] 




207863 


Sea ID 


LIB3120-027-O1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl531672 


BLAST score 


610 


E value 


1. Oe-63 


Match lencrth 


118 


% i dent it v 


97 


NCBI Description 


(U68461) actin [Striga asiatica] 


C VJ • v-/ * 


207864 


Seq. ID 


LIB3120-027-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


Q2754849 


BLAST score 


692 


E value 


4.0e-73 


Match lencrth 


155 


Sr *j Heant 1 t" V 


83 




f AFD^QOnn 1 "nntptivp qfiri rip— rrl vnx vl r\ t p am "i not fans 




[Fritillaria agrestis] 


O C2 (4 > LM (J • 


^ U (ODJ 


Sea ID 


LIB3120-028-O1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl002C)0 


BLAST score 


477 


j_j v axuc 


3 0e-48 


Matr*h 1 print h 


96 


%. i Hpnt "i t w 

O -J- ^J.v^J.1 LI 


92 


NCBI Description 


chlorophyll a/b— binding protein type I precursor 


O ~ • « 


207866 


Sea. ID 


LIB3120-028-O1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2706450 


BLAST score 


341 


E value 


5.0e-32 


LictL-^xi icny 1,11 


86 


% "l Hpnt i t w 


81 








nvroDhosnhatasp TSol anuin tubeirosiiTnl 

Ks V X> \</ ^ilv U K/llwl X^ CX kj> W 1 ^Xk Uli LAxLl ^ \JL+ t J\^ X. x-/ kJ LXX LL J 


ot=q * 1NU • 


zu / Ou / 


Seq. -ID 


LIB3120-028-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl788928 


BLAST score 


270 


E value 


9.0e-24 



28598 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



132 
42 

(AE000344) quinolinate synthetase, B protein [Escherichia 
coli] 

207868 

LIB3120-028-Q1-K1-B7 

BLASTX 

gl871577 

236 

1.0e-19 

95 
49 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
207869 

LIB3120-028-Q1-K1-B8 

BLASTX 

g!352821 

695 

2.0e-73 

137 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


207870 


Seq. ID 


LIB3120-028-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g!181599 


BLAST score 


566 


E value 


2.0e-58 


Match length 


146 


% identity 


77 


NCBI Description 


(D83007) subunit of photosystem 


Seq. No. 


207871 


Seq. ID 


LIB3120-028-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4539324 


BLAST score 


161 


E value 


6.0e-ll 


Match length 


126 


% identity 


38 


NCBI Description 


(AL035679) kinesin like protein 


Seq. No. 


207872 


Seq. ID 


LIB3120-028-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl771778 


BLAST score 


479 


E value 


3.0e-48 


Match length 


111 


% identity 


84 



I [Cucumis sativus] 



28599 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

TsICBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 

207873 

LIB3120-028-Q1-K1-C2 

BLASTN 

g3133272 

33 

5.0e-09 

115 

91 

Genomic sequence for Arabidopsis thaliana BAC T17H7, 
complete sequence [Arabidopsis thaliana] 

207874 

LIB3120-028-Q1-K1-C5 

BLASTX 

g3738257 

164 

6.0e-12 

36 
92 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

207875 ' 

LIB3120-028-Q1-K1-C7 

BLASTX 

g3914940 

258 

2.0e-22 

123 

47 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) {SED (1,7) P2ASE) 

>gi_2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 



Seq. No. 


207876 


Seq. ID 


LIB3120-028-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4432855 


BLAST score 


416 


E value 


7.0e-41 


Match length 


131 


% identity 


68 


NCBI Description 


(AC006300) unknown protein 


Seq. No. 


207877 


Seq. ID 


LIB3120-028-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl532135 


BLAST score 


298 


E value 


2.0e-27 


Match length 


74 


% identity 


76 


NCBI Description 


(U4 9442) chloroplast mRNA- 



28600 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Spinacia oleracea] 
207878 

LIB3120-028-Q1-K1-D4 

BLASTN 

gl2216 

39 

1.0e-12 

55 
93 

Sinapis alba chloroplast rpsl6 gene 



207879 

LIB3120-028-Q1-K1-D6 

BLASTX 

g2618688 

282 

2.0e-25 

66 

79 

(AC002510) putative esterase 



D [Arabidopsis thaliana] 



207880 

LIB3120-028-Q1-K1-D7 

BLASTX 

gl354515 

355 

1.0e-33 

134 

56 

(U55837) carbonic anhydrase 
tremuloides] 



[Populus tremula x Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207881 

LIB3120-028-Q1-K1-D8 

BLASTX 

gl25578 

468 

6.0e-47 

94 

94 

PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 



(PRKASE) 



207882 

LIB3120-028-Q1-K1-E11 

BLASTX 

g2501578 

303 

7.0e-28 

86 
76 

ETHYLENE- INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



28601 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207883 

LIB3120-028-Q1-K1-E5 

BLASTX 

g4235430 

377 

3.0e-36 

149 

52 

(AF098458) latex- abundant protein 



[Hevea brasiliensis] 



207884 

LIB3120-028-Q1-K1-E6 

BLASTX 

gl352821 

371 

9.0e-36 

73 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207885 

LIB3120-028-Q1-K1-E7 

BLASTN 

g2687434 

133 

9.0e-69 

238 

90 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

207886 

LIB3120-028-Q1-K1-E8 

BLASTX 

g461550 

208 

1.0e-16 

98 
58 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi__166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

207887 

LIB3120-028-Q1-K1-F1 

BLASTX 

g430947 

355 

9.0e-34 
105 



28602 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(i 

72 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

207888 

LIB3120-028-Q1-K1-F11 

BLASTX 

g70647 

128 

9.0e-18 , 

60 
25 

ubiquitin precursor - Phytophthora infestans 
>gi_3176_emb_CAA39250_ (X55717) ubiquitin [Phytophthora 
infestans] 

207889 

LIB3120-028-Q1-K1-F3 

BLASTX 

gl352821 

233 

2.0e-19 

98 

53 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207890 

LIB3120-028-Q1-K1-F5 

BLASTX 

gll5765 

609 

2.0e-63 

147 

50 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi__19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_226546_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

207891 

LIB3120-028-Q1-K1-F6 

BLASTX 

g430947 

427 

3.0e-42 

106 

80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



28603 



# 



Sea No. 


207892 


Seq. ID 


LIB3120- 


Method 


BLASTX 


NCBI GI 


g2880047 


RLAST score 


150 


P 1 IIP 


1 . Oe-09 


L v Jcl LO II _LCIiy UIl 


67 


S: "i Hpnt 1 +" \7 


49 




(AC00234 


Seer. No. 


207893 


Seq. ID 


LIB3120- 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


275 


E value 


2.0e-24 


Match length 


115 


% identity 


55 


NCBI Description 


(U01103) 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207894 

LIB3120-028-Q1-K1-H4 

BLASTS 

g430947 

241 

1.0e-23 

104 

62 

(001103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207895 

LIB3120-028-Q1-K1-H5 

BLASTX 

gl352821 

626 

2.0e-65 

118 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207896 

LIB3120-028-Q1-K1-H6 

BLASTX 

g430947 

328 

1.0e-30 

85 

79 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



28604 



Sea. No. 


207897 


Seq. ID 


LIB3120-028-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl363479 


BLAST score 


477 


E value 


6.0e-48 


M^tch 1 pnath 


121 


Q lUCllLlLy 


79 


NCBI Description 


photosystem I protein psaL - cucumber 




>ai 801740 dbi BAA09047 (D50456) PsaL rCucumis sativusl 


Seq. No. 


207898 


Seq. ID 


LIB3120-029-Q1-K1-A10 


Mpt hod 


BLASTX 


NCBI GI 


gl877480 


BLAST score 


187 


TT VSlllP 

J—I v Q. X. LA \^ 


3.0e-14 


Mair'hi 1 pncrth 


66 




S9 
*j j 


NCBI Description 


(U89270) short~chain alcohol dehydrogenase [Tripsacum 




uict u- uyiui uic o j 


Spa No 


207899 


Sea ID 


LIB3120-029-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g309673 


Dlirlu X OUUi. C 




Hi vaxUC 


4 . 0e-33 


I\if "a *H /—* Vl I r\ 4- t"> 

L v ld L.OJ.1 Xcliyuil 


JO 


% idpntitv 


76 


JLN^xjX U'fcJO U-X X UXvJll 


\Ltl^7DJx / XXLjilU llal VCo Llll^J piULClll [ rxOUIU C Cl " — L V UxLL J 


Spa No 


207900 


Seq. ID 


LIB3120-029-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3608485 


DUTiiJ X DV/UJ.U 


488 


J_i V dl ULC 


2 . 0e-49 


L v ia.UU-il XtJllVj Ull 


1 0*3 


% "i Hpnt* i i~v 
o x \j.d i u. J- u y 


89 


IMkviJj- UcoUIipLlUH 


( AITHftfi Q1 R ^ nrni*pa qAjno Qnhnn i t* T Pptim i a v Vj uhri ria 1 
^nruoo?iJ/ jUiu Lcaouutc JJCia 0u.iju.11xu Ltcuuuia a uyuxxua j 


Q&n Mo 

kJ \3 vJ . LH \J . 


207901 


Seq. ID 


LIB3120-029-O1-K1-D9 


Mot - VioH 
Lie UiiwUl 


RT.A9TY 


J,N\^JJX OX 


y ij j i ^ / _/ 


BLAST score 


374 


E value 


5.0e-36 


Mp"t"r , l"i 1 pnrrf*H 

LiCLULsll ±CliU Ull 


1 06 

X (J \J 


% identity 


69 


NCBI Description 


TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 




>gi_602590_emb_CAA58230_ (X83227) triosephosphate isomera 




[Petunia x hyforida] 


Seq. No. 


207902 


Seq. ID 


1 LIB3120-029-Q1-K1-E11 



28605 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl00196 

367 

3.0e-35 

88 

78 

chlorophyll a/b-binding protein 



(cab-11) - tomato 



207903 

LIB3120-029-Q1-K1-F10 

BLASTX 

g4406530 

250 

2.0e-21 

83 

65 

(AF126870) rubisco activase [Vigna radiata] 
207904 

LIB3120-030-Q1-K1-A1 

BLASTX 

gl352821 

594 

1.0e-61 

111 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


207905 


Seq. ID 


LIB3120-030-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2407800 


BLAST score 


147 


E value 


2.0e-09 


Match length 


43 


% identity 


72 


NCBI Description 


(Y12575) histone H2A.F/Z 


Seq. No. 


207906 


Seq. ID 


LIB3120-030-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2117355 


BLAST score 


144 


E value 


6.0e-09 


Match length 


125 


% identity 


46 


NCBI Description 


mitochondrial processing 



Seq. No. 
Seq. ID 
Method 



chain precursor - potato >gi_587562_emb_CAA56520_ (X80236) 
mitochondrial processing peptidase [Solanum tuberosum] 

207907 

LIB3120-030-Q1-K1-A3 
BLASTX 



28606 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3600032 
185 

9.0e-14 

89 
49 

(AF080119) contains similarity to tropomyosin (Pfam: 
Tropomyosin. hmm, score: 14.57) and ATP synthase (Pfam: 
ATP-synt_B.hmm, score: 10.89) [Arabidopsis thaliana] 

207908 

LIB3120-030-Q1-K1-A4 

BLASTX 

g3702368 

489 

2.0e-49 

128 

73 

(AJ001855) alpha subunit of F-actin capping protein 
[Arabidopsis thaliana] 

207909 

LIB3120-030-Q1-K1-A7 

BLASTX 

gll70567 

605 

6.0e-63 

125 

88 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 

207910 

LIB3120-030-Q1-K1-A8 

BLASTX 

gl709846 

289 

6.0e-26 

140 

40 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207911 

LIB3120-030-Q1-K1-A9 

BLASTX 

gl31187 

377 

3.0e-36 

146 

58 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_72681_pir F1SP3 photosystem I chain III precursor - 

spinach >gi_21303_emb_CAA31523_ (X13133) PSI subunit IV 
preprotein (AA -7*7 to 154) [Spinacia oleracea] 



28607 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



>gi_226166_prf 1413236A photosystem I reaction center IV 

[Spinacia oleracea] 

207912 

LIB3120-030-Q1-K1-B1 

BLASTX 

g629602 

524 

1.0e-53 

126 

76 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

207913 

LIB3120-030-Q1-K1-B10 

BLASTX 

gl31399 

370 

1.0e-35 

90 

78 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489__emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 

207914 

LIB3120-030-Q1-K1-B12 

BLASTX 

g2129770 

186 

4.0e-14 

60 
62 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154 611_dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 

207915 

LIB3120-030-Q1-K1-B2 

BLASTX 

gl709846 

224 

3.0e-18 

61 

44 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 

207916 

LIB3120-030-Q1-K1-B4 



28608 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



BLASTX 
gll69586 
158 

1.0e-10 
139 
33 

FRUCTOSE- 1, 6-BISPHOSPHATASE, 
(D-FRUCTOSE-1, 6-BIS PHOSPHATE 

(CY-F1) >gi_542079_pir S41287 f ructose-bisphosphatase 

3.1.3.11) - potato >gi_440591_emb_CAA54265_ (X76946) 
fructose-1, 6-bisphosphatase [Solanum tuberosum] 



CYTOSOLIC 

1-PHOSPHOHYDROLASE) 



(FBPASE) 



(EC 



Seq. No. 


/ yi / 


Seq. ID 


LIB3120-030-Q1-K1-B6 


Method 


BLASTX 


Wtbl Vjl 




DiiAbi score 


UJ 


E value 


/I flci— 1 £ 

f± . ue i d 


Match length 


DO 


% identity 


DU 


NCBI Description 


/nQ^Qn^^ Htrr>r-\-i-'ho-t- -i 1 TiTni - ^"i n f 5-! VFlPfhOCVS tis SD . 1 


Seq. No. 


zu / yio 


Seq. ID 


LIB3120-030-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


giuuzuu 


BLAST score 


CO 


E value 


D . Ue"JO 


Matcn xengrn 


1 

1j / 


-s identity 




NCBI Description 


rtV, 1 ("i-r~/*Nr"\Vi t 1 a /K-hi nHi nn nrnl-pi n t* VTIP T DrSClirSOr — tOITiatO 

cnioropnyix cl / u jjj_iitj.j_.Liy plulcxu l -_y Jr c tr- 1 - ^^^^ _j w ._- ^x^.^ >_ ~ 


Seq. No. 


207919 


Seq. ID 


l_li_J._>lZU — UoU _ UX— J\l — 


Method 


BLASTX 


NCBI GI 


g2244779 


BLAST score 




E value 


o . ue J. j 


Match length 


1U1 


% identity 




NCBI Description 


(Z97335) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


207920 


Seq. ID 


LIB3120-030-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4572671 


BLAST score 


302 


E value 


1.0e-27 


Match length 


97 


% identity 


64 


NCBI Description 


(AC006954) putative cyclic nucleotide regulated ion channel 




[Arabidopsis thaliana] 


Seq. No. 


207921 


Seq. ID 


LIB3120-030-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl352821 



28609 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



364 

4.0e-35 

80 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb___CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



dorr Mo 


90799? 




LIR3120-030-O1-K1-C3 


L J.C 1— 1 iU l-i. 


RT.ASTX 


NCBI GI 


g4160346 


BLAST score 


245 


E value 


8.0e-21 


via. u^-ii jl ci-iy un 


97 


15 lUcIlLlLy 


S9 


vi\^&± Ucscriptiou 


f 7\T 0 R 9 1 £ ^ rnipl onl a y* o t n "i Tnro 1 T7^H t n 




k->-L vJ\-*CJO O JL11M L kJ\ 1 1 _L Z.k>OClV_^\^.llCl-L WILL J/ O »3 O ^J\JillXJ^ J 


Q /-> /t XT/^i 

oeq. jno • 


907 Q9"3 




T,TR?1 90-0^0-01 -K1 -Cfi 






NCBI GI 


a456209 

*wj ^ V V/ **/ 


BLAST score 


198 


E value 


3.0e-15 


Match length 


116 


% identity 


37 


NCBI Description 


(X75856) TEGT [Rattus norvegicus] 


Seq. No. 


207924 


Seq. ID 


LIB3120-030-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl20669 


BLAST score 


519 


E value 


6.0e-53 


Match length 


106 


% identity 


92 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, 



CYTOSOLIC 

>gi_66014__pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12} - Magnolia liliiflora 
>gi__19566__emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207925 

LIB3120-030-Q1-K1-D1 

BLASTX 

g3068713 

606 

4.0e-63 

137 

86 

(AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



207926 

LIB3120-030-Q1-K1-D10 



28610 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g3176072 

487 

2.0e-49 

101 

87 

(AJ002485) 
[Medicago 



protein phosphatase 
satival 



1, catalytic beta subunit 



207927 

LIB3120-030-Q1-K1-D11 

BLASTX 

g2541876 

323 

5.0e-30 

126 

52 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

207928 

LIB3120-030-Q1-K1-D12 

BLASTX 

g2129770 

160 

4.0e-ll 

52 
60 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154611_dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 

207929 

LIB3120-030-Q1-K1-D2 

BLASTX 

gl31397 

343 

3.0e-32 

151 

54 

OXYGEN- EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb__CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

207930 

LIB3120-030-Q1-K1-D3 

BLASTX 

g2440044 

570 

6.0e-59 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141 
78 

(AJ001293) major intrinsic protein PIPB [Craterostigma 
plantagineum] 

207931 

LIB3120-030-Q1-K1-D4 

BLASTX 

g2970051 

456 

2.0e-45 

117 

74 

(AB012110) ARG10 [Vigna radiata] 
207932 

LIB3120-030-Q1-K1-D8 

BLASTX 

gl001355 

144 

6.0e-09 

84 

38 

(D64006) auxin-induced protein [Synechocystis sp.] 
207933 

LIB3120-030-Q1-K1-D9 

BLASTX 

g4455158 

559 

1.0e-57 

133 

78 

(AL021687) kinase-like protein [Arabidopsis thaliana] 
207934 

LIB3120-030-Q1-K1-E1 

BLASTX 

gl439609 

596 

6.0e-62 

143 
86 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 

207935 

LIB3120-030-Q1-K1-E11 

BLASTX 

g266936 

162 

3.0e-ll 

84 

55 

50S RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 

>gi_282960_pir A42840 ribosomal protein L27 - common 

tobacco >gi_170306 (M98473) ribosomal protein L27 



28612 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 

207936 

LIB3120-030-Q1-K1-E2 

BLASTX 

g3914940 

504 

3.0e-51 

120 

81 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 
>gi_2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



207937 

LIB3120-030-Q1-K1-E5 

BLASTX 

g505482 



BLAST score 


1 a o 


E value 


1.0e-ll 


Match length 


72 


% identity 


53 


NCBI Description 


(X64349) 33 




photos ystem 


Seq. No. 


207938 


Seq. ID 


LIB3120-030- 


Method 


BLASTX 


NCBI GI 


T A o O '7 CO 

g3023 JoZ 


BLAST score 




E value 


4 . 0e-32 


Match length 


117 


% identity 


61 


NCBI Description 


FERREDOXIN 




ferredoxin- 


Seq. No. 


207939 


Seq. ID 


LIB3120-030 


Method 


BLASTX 


NCBI GI 


g4468984 


BLAST score 


264 


E value 


3.0e-23 


Match length 


98 


% identity 


51 


NCBI Description 


(AL035605) 


Seq. No. 


207940 


Seq. ID 


LIB3120-030 


Method 


BLASTX 


NCBI GI 


g3252807 


BLAST score 


153 


E value 


9.0e-15 


Match length 


81 


% identity 


53 


NCBI Description 


(AC004705) 



complex of 



PRECURSOR >gi_1418982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



207941 

LIB3120-030-Q1-K1-F7 

BLASTX 

gl352821 

269 

1.0e-41 

103 
82 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207942 

LIB3120-030-Q1-K1-G1 

BLASTX 

gl352821 

613 

6.0e-64 

120 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207943 

LIB3120-030-Q1-K1-G4 

BLASTX 

g289920 

584 

1.0e-60 

111 
96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207944 - 

LIB3120-030-Q1-K1-H1 

BLASTX 

gl703380 

635 

2.0e-66 

121 

98 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04607_ 
ADP-ribosylation factor [Oryza sativa] 



(D17760) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207945 

LIB3120-030-Q1-K1-H11 

BLASTX 

g2351580 

145 

3.0e-09 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 
37 

(U82433) thymidine diphospho-glucose 4-6-dehydratase 
homolog [Prunus armeniaca] 

207946 

LIB3120-030-Q1-K1-H2 

BLASTX 

gl352821 

538 

2.0e-55 

103 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581 jpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207947 

LIB3120-030-Q1-K1-H3 

BLASTX 

gl352821 

622 

6.0e-65 

129 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207948 

LIB3120-030-Q1-K1-H5 

BLASTN 

g450504 

34 

9.0e-10 

66 

88 

G. hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 

207949 

LIB3120-030-Q1-K1-H7 

BLASTX 

gl352821 

600 

2.0e-62 

129 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



28615 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207950 

LIB3120-030-Q1-K1-H9 

BLASTX 

gll5492 

515 

2.0e-52 

101 

50 

CALMODULIN- RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207951 

LIB3120-031-Q1-K1-A12 

BLASTX 

gl352817 

402 

1.0e-39 
86 
90 

RIBULOSE 
(RUBISCO 



BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 
LARGE SUBUNIT) >gi_532258 (L26078) ribulose 



1, 5-bisphosphate carboxylase [Viscum album] 
207952 

LIB3120-031-Q1-K1-A2 

BLASTX 

gl352821 

678 

2.0e-71 

124 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207953 

LIB3120-031-Q1-K1-A3 

BLASTX 

g!352821 

188 

2.0e-14 

61 

66 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb__CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207954 

LIB3120-031-Q1-K1-A4 

BLASTX 

g2982259 

484 
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E value 


5.0e-49 


l. v lctL.Oil J_ciiyL.il 




t> laent. ± L.y 




IN^JDl UcbLLiptlUil 






ma a *n 3 1 
llLclx lallcl j 


C £s rr 




OC^« XL/ 


LIB3120-031-O1-K1-A5 


11C V-llVJvJ. 


BLASTX 


NCBI GI 


g4063760 


BLAST score 


243 


Hi Val Lit; 


1 . Oe-20 


LuaU'wIl Xfc;liyL.ll 


81 


^ lUcIlLXLy 




WPRT Daqpti ni* "l on 

IN^LjX UCOL.! lpLlUil 


(APOOSSfil) mutative 


OcLj. IN U • 




Seq* ID 


LIB3120-031-Q1-K1-A6 




RT.A9TX 


LHUDl L_T± 


rr9fiQQ9n 
y __> u j _?^_> u 


BLAST score 


655 


E value 


6,0e-69 


jxiaucn lenytn 


xz. 4 


% identity 




NLr5i Description 


VJjU/x±-7J OlllvJxUpiiyil 




nirbULUiuj 


C* VI j-\ 

£>eq. jno . 




C arT TP) 
OCLj» 1U 


T.TR31 20-031-O1-K1-A8 


M^thtnH 


BLASTX 


NCBI GI 


gll69422 


BLAST score 


510 


E value 


7,0e-54 


Match length 


124 


% identity 


82 



60s ribosomal protein L13a [Picea 



NCBI Description 



DIHYDR0F0LATE REDUCTASE 1 / THYMIDYLATE SYNTHASE 1 
(DHFR-TS) >gi_289193 (L08593) dihydrofolate 
reductase-thymidylate synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207958 

LIB3120-031-Q1-K1-B1 

BLASTX 

gl439609 

628 

1.0e-65 

126 

56 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



207959 

LIB3120-031-Q1-K1-B10 

BLASTX 

gl620898 

615 

4.0e-64 
151 
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% identity 


79 


NCBI Description 


(D87957) protein involved in sexual development [Homo 




sapiens ] 


Oorr Kin 


207960 


Seq. ID 


LIB3120-031-Q1-K1-B7 


Mf^f" VioH 

i It. CllWU 


BLASTX 


NCBI GI 


a2499497 




332 


E value 


4.0e-31 


Match length 


93 


% identity 


72 


NCBI Dp s print ion 

LHVJJ.L ^ 4wJ J L^/UXVll 


PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 


>gi 1161600 emb CAA88841 (Z48977) phosphoglycerate kinase 




[Nicotiana tabacum] 




207961 


Seq. ID 


LIB3120-031-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2739387 


BLAST score 


195 


E value 


7.0e-15 


M^toh 1 pncrrh 


95 




45 


NCRT Dp^pr i ot* ion 


(AC002505) hypothetical protein [Arabidopsis thaliana] 




207962 


Qp a TD 


LIB3120-031-Q1-K1-B9 


Mpf* nod 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


418 


fP wa 1 no 




M^'hr^H 1 on rr1~ In 
.rid UL.ii x ci ly L.11 


117 




74 


NCRT Dpspt* i ot i on 


(AF126870) rubisco activase [Vigna radiata] 




207963 


Sea ID 


LIB3120-031-Q1-K1-C10 


lie LilUU 


BT.ASTX 


NCBI GI 


g2765081 


BLAST score 


428 


Jul V d_l_ Lie 


2 0e-42 


1*1 a xciiy L.11 


118 


& t H "l~ "i +*\7 

<J iUCllLltjf 


72 


NCBI Descriotion 


(Y10557) g5bf [Arabidopsis thaliana] 




207964 


Seq. ID 


LIB3120-031-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


a4337001 


BLAST score 


377 


E value 


3.0e-36 


Match length 


75 


% identity 


83 


NCBI Description 


(AF118129) Tsil-interacting protein TSIP1 [Nicotiana 




tabacum] 



28618 



# 





207965 


Sea ID 


LIB3120-031-Q1-K1-C2 


Method. 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


592 


"FT 1 1 1 P 


2 . Oe-61 


Liu LUU XC11U L.11 


151 




77 


NCBI Description 


(AF126870) rubisco activase 




207966 


Sea ID 


LIB3120-031-Q1-K1-C3 


Method. 


BLASTX 


LN S3 X w X 




BLAST score 


617 


E value 


2.0e-64 


Match length 


137 


% identity 


85 


LN U J_ !_/ COUJ L k> l_ .X» Vu/ .1 1 


TRIOSEPHOSPHATE ISOMERASE. 




>ai 99499 Dir A32187 (S)-t 




PoTif" i ^ "i snnn i pa *>rH S S 61 71 
v-'^j'^-/ l. j_ o j a^J^Jii j- l<u %j *j \j a. i x 




isomerase [Coptis japonica] 


Dc^. IN (J. 




O C ^ a 1JJ 


T.TR31 P0-031-O1-K1-C4 


Method 


BLASTX 


NCBI GI 


g!13624 


BLAST score 


437 


E value 


2.0e-43 


Match length 


108 


% identity 


81 



[Vigna radiata] 



CYTOSOLIC (TIM) 
etrahydroberberine oxidas 
( J04121) triosephosphate 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_22620_emb_CAA46649_ (X65742) f ructose-bisphosphate 
aldolase [Spinacia oleracea] 

207968 

LIB3120-031-Q1-K1-C5 

BLASTX 

g!168410 

520 

4.0e-53 

131 

80 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 2 

>gi_2118267__pir S58167 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927505__emb_CAA61947_ (X89829) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

207969 

LIB3120-031-Q1-K1-C8 

BLASTX 

g3914604 

239 

4.0e~31 

128 

53 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



28619 



{RUBISCO SMALL SUBUNIT) >gi_217 94 6_dbj_BAA03103_ (D14001) 
riburose-1, 5-bisphosphate carboxylase/oxygenase small 
subunit precursor [Lactuca sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207970 

LIB3120-031-Q1-K1-C9 

BLASTX 

g421826 

419 

3.0e-41 

89 

82 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207971 

LIB3120-031-Q1-K1-D10 

BLASTX 

g4512659 

601 

1.0e-62 

125 

87 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi__4544465_gb_AAD22372.1_AC006580__4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 



Seq. No. 


207972 


Seq. ID 


LIB3120-031-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


449 


E value 


1.0e-44 


Match length 


94 


% identity 


89 


NCBI Description 


(AC005395) unknown protein [Arabi< 


Seq. No. 


207973 


Seq. ID 


LIB3120-031-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


359 


E value 


2.0e-34 


Match length 


72 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_j)ir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



207974 

LIB3120-031-Q1-K1-D2 

BLASTX 

gl352821 

557 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-57 

105 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

207975 

LIB3120-031-Q1-K1-D4 

BLASTX 

g2129740 

444 

2.0e-44 

94 

87 

small nuclear ribonucleoprotein - Arabidopsis thaliana 

>gi_2129756_pir S71411 Ul snRNP 70K protein - Arabidopsis 

thaliana >gi_1255711 (M93439) small nuclear 
ribonucleoprotein [Arabidopsis thaliana] >gi_1354469 
(U52909) Ul snRNP 70K protein [Arabidopsis thaliana] 



Seq. No. 


ZU / i? / o 


Seq. ID 




Method 


BLASTN 


NCBI GI 


gl8511 


BLAST score 


231 


E value 


1 Ho— 1 01 

i . ue xz / 


Match length 


319 


% identity 


93 


NCBI Description 


G. hirsutum light ] 


Seq. No. 


207977 


Seq. ID 


LIB3120-031-Q1-K1- 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


391 


E value 


7.0e-38 


Match length 


157 


% identity 


54 


NCBI Description 


(U55837) carbonic 




tremuloides] 


Seq. No. 


207978 


Seq. ID 


LIB3120-031-Q1-K1 


Method 


BLASTN 


NCBI GI 


g516563 


BLAST score 


76 


E value 


1.0e-34 


Match length 


130 


% identity 


89 


NCBI Description 


Solanum tuberosum 




(rpsl6) precursor 


Seq. No. 


207979 


Seq. ID 


LIB3120-031-Q1-K1 



■D8 



L. chloroplast ribosomal protein S16 



28621 



Method 


§1 

MlLF 

BLASTX 


NCBI GI 


al32168 


BLAST score 


568 


E value 


1.0e-58 


Match length 


131 


% identity 


77 


NCBI Description 


RIBULOSE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



PRECURSOR (RUBISCO ACTIVASE) >gi_81488_pir A31082 

ribulose-bisphosphate carboxylase activase precursor - 
spinach >gi_170129 (J03610) rubisco activase precursor 
[Spinacia oleracea] 



207980 

LIB3120-031-Q1-K1-E11 

BLASTX 

gl354515 

238 

5.0e-20 

122 

48 

(0*55837) carbonic anhydrase 
tremuloides] 



[Populus tremula x Populus 



207981 

LIB3120-031-Q1-K1-E4 

BLASTX 

gl31194 

213 

8.0e-27 

91 

71 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_72686_pir F1SP5 

photosystem I chain V precursor - spinach 
>gi__21299_emb_CAA31524_ (X13134) PSI subunit V preprotein 

(AA -69 to 98) [Spinacia oleracea] >gi_226167_prf 1413236B 

photosystem I reaction center V [Spinacia oleracea] 

207982 

LIB3120-031-Q1-K1-E6 

BLASTN 

g2687435 

79 

1.0e-36 

266 

85 

Hamamelis virginiana large subunit 26S ribosomal RNA gene, 
partial sequence 

207983 

LIB3120-031-Q1-K1-E7 

BLASTX 

g3169180 

188 

3.0e-14 

43 

77 



28622 



NCBI Description 



(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 


207984 


Seq. ID 


LIB3120-031-Q1-K1-F1 


i v ie CIIOU. 


dt Z\qTY 
D J_i.ri.kj 1 _\ 




y *i *i U OO 0 U 


Diiiioi score 


1__ 


Ej Value 




Match length 


110 


% identity 


*7 A 




fAF196R7fn rnbi ^rn srfi va^p fVicrna 

\ r\£ JL >J U 1 \J } J- UlkJ -J. OUVJ d^-' L V CA O *3 |_ V X^llQ. 


o e q . in o * 


Z U / jo J 


oeq • iu 


T TR^I 90-0^1 -Ol -K1 -F1 1 


Method 


BLASTX 


NCBI GI 


g!35442 


DT 7V CT" cpnra 
olirio 1 bC/OIc 


T U J 


E value 


i . ue o _? 


Match length 


CkA 


T /"*J T*t "H T "H T 7 

is -LuexiLiuy 


o o 


NCBI Description 


rprf"DTTT ID T7 1 T 1 7V "J ^U7\TKI "-ve^-I TIROH r^i r 

iUbUJ-iiN _jJ1j1A"*i orLfiiJN ^gi /ioyu pir 




chain — Arabidopsis thaliana >gi 1 




4-ii Vm i 1 -1 n T7iT*aV\n^ o "5 c? -1- Vi a 1 n anal 
tUDUlin [rirdDiaopSlS tna.-L_La.Ila. J 


beq. wo. 


<cU / _7 0 O 


Seq. ID 


LIB3120-031-Q1-K1-F2 


Method 


BLASTX 


JnLdi bl 


«0*7 O /TOO Q 

gz / jo_.oo 


oiiAbi score 


ZOO 


E value 


o . ue-oo 


lYia ten xeny uii 


yD 


% identity 


1 Q 
/ _7 


NCBI Description 


(Ar uoiUoU j isopenr.enyi aipnospnaue 




f f dmT~\ "H A^f* Viopa apnTni nafal 
[_ aHLpt OL-Iie Cd aOUIulIlaL.clJ 




207987 


Seq. ID 


LIB3120-031-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl31397 


BLAST score 


215 


E value 


2.0e-17 


Match length 


115 


% identity 


45 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 3 



_UBMUBM tubulin beta-1 
5922 (M20405) beta-1 



Seq. No. 
Seq. ID 
Method 
frCBI GI 



PRECURSOR (0EE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

207988 

LIB3120-031-Q1-K1-F4 

BLASTX 

gll9937 



28623 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



214 

2.0e-17 

70 
67 

FERREDOXIN I PRECURSOR >gi_6574 l_pir_FESPl ferredoxin 
[2Fe-2S] I precursor - spinach >gi_170109 (M35660) 
ferredoxin I precursor [Spinacia oleracea] 
>gi_227453_prf_1704156A ferredoxin I [Spinacia oleracea] 

207989 

LIB3120-031-Q1-K1-F5 

BLASTX 

g2493046 

302 

1.0e-27 

91 

67 

ATP SYNTHASE DELTA 1 CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_82297_pir_A41740 H+-transporting ATP synthase (EC 
3.6.1.34) delta' chain precursor - sweet potato 
>gi_217938_dbj_BAA01511_ (D10660) mitochondrial Fl-ATPase 
delta subunit [Ipomoea batatas] 

207990 

LIB3120-031-Q1-K1-F6 

BLASTX 

g3320462 

162 

3.0e-ll 

65 
48 

(AF062467) polygalacturonase precursor [Cucumis melo] 
207991 

LIB3120-031-Q1-K1-F8 

BLASTX 

g2765081 

462 

3.0e-46 

127 

75 

(Y10557) g5bf [Arabidopsis thaliana] 
207992 

LIB3120-031-Q1-K1-G10 

BLASTX 

gl872544 

200 

8.0e-19 

106 

51 

(U89014) early light-induced protein; ELIP [Arabidopsis 
thaliana] 

207993 

LIB3120--031-Q1-K1-G11 
BLASTX 



28624 



NCBI GI 


g4468813 


BLAST score 


179 


E value 


1 . US 1 J 


Matcn lengtn 


A "5 


% identity 


/ / 


NCBI Description 


^jBJjU jDOU 1 y pULdLlvc kyXUCtiXlI 


Seq. No. 


zu / y y 4 


beq. 11-' 


XiXO*JX£.U U Jl ^/-L ivJ. Ut. 


Method 


RT ZVC!TY 
DJ-iriO 1 A. 






BLAST score 


453 


E value 


2.0e-45 


Match length 




% identity 


y i 


NCBI Description 


^iirUZZZloy cyuOSUllC aStuiUc 




ananassa 3 


beq. NO. 


zu / y yo 


beq. iu 




Method 


TUT 7\ C TV 


NCBI GI 


g217909 


BLAST score 


484 


E value 


y • U6 4 y 


Matcn length 


loo 


% identity 


/o 


NCBI Description 


(U14U44J giycoiane oxiaase 


Seq. No. 


o n n n n c 

zu / yyo 


beq. lu 


iiiooizu uji yi jm 


Method 


BLASTX 


MfDT (IT 




BLAST score 


170 


E value 


1.0e-12 


Match length 


44 


% identity 


80 


NCBI Description 


Three-Dimensional Structure 



Active-Site Inhibitors >gi_2624 594__pdb_lAL7_ 
Three-Dimensional Structures Of Glycolate Oxidase With 
Bound Active-Site Inhibitors 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207997 

LIB3120-031-Q1-K1-H10 

BLASTX 

g228403 

383 

3.0e-37 

82 
90 

glycolate oxidase [Lens culinaris] 
207998 

LIB3120-031-Q1-K1-H11 

BLASTX 

g266936 

147 

7.0e-10 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



63 
62 

SOS RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 

>gi_282960_pir A42840 ribosomal protein L27 - common 

tobacco >gi_170306 (M98473) ribosomal protein L27 
[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 

207999 

LIB3120-031-Q1-K1-H12 

BLASTX 

gl006704 

191 

5.0e-15 

49 
76 

(Z49749) light-harvesting chlorophyll a/b binding protein 
of photosystem II [Pseudotsuga menziesii] 

208000 

LIB3120-031-Q1-K1-H4 

BLASTX 

g461498 

175 

3.0e-13 

69 

51 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC— ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619jpir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA49199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 


208001 


Seq. ID 


LIB3120-031-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


236 


E value 


4.0e-20 


Match length 


82 


% identity 


60 


NCBI Description 


(D83007) subunit of photosystem 


Seq. No. 


208002 


Seq. ID 


LIB3120-031-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


181 


E value 


6.0e-27 


Match length 


117 


% identity 


68 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, 


Seq. No. 


208003 


Seq. ID 


LIB3120-032-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gll5471 



I [Cucumis sativus] 



CHLOROPLAST PRECURSOR 



28626 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



483 

1.0e-48 

151 

64 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA36792_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 

208004 

LIB3120-032-Q1-K1-A2 

BLASTN 

g!9784 

53 

5.0e-21 

136 

89 

N.tabacum atpC mRNA for gamma subunit of ATP synthase 
208005 

LIB3120-032-Q1-K1-A3 

BLASTX 

g625547 

542 

1.0e-55 

137 

72 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_493723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 


208006 


Seq. ID 


LIB3120-032- 


Method 


BLASTX 


NCBI GI 


g4512653 


BLAST score 


716 


E value 


5.0e-76 


Match length 


154 


% identity 


88 


NCBI Description 


(AC007048) i 


Seq. No. 


208007 


Seq. ID 


LIB3120-032 


Method 


BLASTX 


NCBI GI 


g3367596 


BLAST score 


156 


E value 


3.0e-10 


Match length 


76 


% identity 


43 


NCBI Description 


(AL031135) 


Seq. No. 


208008 


Seq. ID 


LIB3120-032 


Method 


BLASTX 


NCBI GI 


g2832644 


BLAST score 


222 
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E value 
Match length 
% identity 
NCBI Description 



5.0e-18 

72 

64 

(AL021710) 
thaliana] 



teosinte branchedl - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208009 

LIB3120-032-Q1-K1-A8 

BLASTX 

g3914603 

756 

1.0e-80 

151 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 



Seq. No. 


208010 


Seq. ID 


LIB3120-032-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2564237 


BLAST score 


531 


E value 


3.0e-54 


Match length 


117 


% identity 


80 


NCBI Description 


(Y10112) omega-6 desaturase [Gossypium 


Seq. No. 


208011 


Seq. ID 


LIB3120-032-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4218123 


BLAST score 


193 


E value 


6.0e-17 


Match length 


125 


% identity 


46 


NCBI Description 


(AL035353) photosystem I subunit PSI-E- 




[ Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



208012 

LIB3120-032-Q1-K1-B7 

BLASTX 

g20729 

518 

9.0e-53 

135 

78 

(X15190) precursor (AA -68 to 337) 
208013 

LIB3120-032-Q1-K1-B8 

BLASTX 

gl421730 

473 

2.0e-59 
154 



[Pisum sativum] 



28628 



II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

(U43082) RF2 [Zea mays] 
208014 

LIB3120-032-Q1-K1-C1 

BLASTX 

g3068713 

591 

3.0e-61 

133 

86 

(AF049236) unknown [Arabidopsis thaliana] 
208015 

LIB3120-032-Q1-K1-C2 

BLASTX 

gl352821 

542 

1.0e-55 

105 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208016 

LIB3120-032-Q1-K1-C3 

BLASTN 

g2599346 

95 

6.0e-46 

119 

95 

Fragaria x ananassa tRNA-Leu (trnL) gene, chloroplast gene 
for chloroplast RNA, partial sequence 

208017 

LIB3120-032-Q1-K1-C4 

BLASTX 

g3980238 

179 

5.0e-13 

56 
59 

(Z21677) ribosomal protein L18 [Thermotoga maritima] 
208018 

LIB3120-032-Q1-K1-D1 

BLASTX 

g480737 

352 

3.0e-33 

89 

79 

triose phosphate/3-phosphoglycerate/phosphate translocator 



28629 



- cpmmon tobacco >gi_629694_pir S42583 phosphate 

translocator - common tobacco >gi_403023_emb_CAA52979 
(X75088) phosphate translocator [Nicotiana tabacura] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208019 

LIB3120-032-Q1-K1-D2 

BLASTX 

g20729 

350 

4.0e-33 

102 

70 

(X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



208020 

LIB3120-032-Q1-K1-D3 

BLASTX 

g3107905 

248 

3.0e-21 

116 

16 

(D85101) leaf protein [Ipomoea nil] 
208021 

LIB3120-032-Q1-K1-D4 

BLASTX 

g2498291 

253 

8.0e-22 

126 

45 

DIHYDRODIPICOLINATE REDUCTASE >gi_1651716_dbj_BAA16644_ 
(D90899) dihydrodipicolinate reductase [Synechocystis sp.] 

208022 

LIB3120-032-Q1-K1-D5 

BLASTX 

g3294491 

192 

2.0e-14 

118 
37 

(AF016421) Similar to nitrophenylphosphatase; coded for by 
C. elegans cDNA yk312h2.5; coded for by C. elegans cDNA 
yk267e8.5; coded for by C. elegans cDNA yk312h2.3 

[Caenorhabditis elegans] 

208023 

LIB3120-032-Q1-K1-E1 

BLASTX 

g4538963 

306 

4.0e-28 

75 

78 

(AL049488) chlorophyll a/b-binding protein-like 



28630 



[Arabidopsis thaliana] 



oeq • LNO • 


c* U O *± 


Seq. ID 


LIB3120-032-Q1-K1-E3 


Method 


BLASTX 


KTfTl T C 1 T 

JNLdI bJ. 


g^zzuoz^i 


obAbi score 


1 1 A 
1/4 


E value 


/r n „ -l q 

o . ue-io 


Match length 


i m 

1U / 


-6 identity 




NCBI Description 


(AiiUoc) J j d ) putsnve protein L/iraDiaopsis tnaiiaiicij 


beq. no. 


9nflf!9R 


beq. ID 


lilBJIZU - UoZ™yi iS.1 ilj^ 


Method 


BLASTX 


NCBI GI 


g2462749 


idLiAoi score 


1 O 1 


E value 




Match length 




9» t r\~r~\ n 4-tt 

t> luenuiLy 


jj 


NCBI Description 


vfiuuuzzyz; irur.aL.ive oerine/ inicuiiiiic pxuLtJxii js.xiia.oc; 




[Arabidopsis thaliana] 


oeq. jno . 


zuo uzo 


Seq. ID 


LIB3120-032-Q1-K1-F1 


Method 


BLASTX 


NCBI bl 


gyyouu 


BLAST score 


414 


E value 


1 . Ue-4U 


Ma t ch 1 engt h 




% identity 


84 


NCBI Description 


chlorophyll a/b-binding protein - upland cotton 


beq. jno. 




Seq. ID 


LIB3120-032-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gllbo4ll 


BLAST score 




E value 


1 Art Q T 

i . ue— o / 


jxiau.cn icily Lii 


11^ 


% identity 


/y 


NCBI Description 


r RUCTObE - BlbFnUbriiAl Jtl» /UjJJUlifibrj f ^n-LUKUrliHb 1 rKr^UKo' 


Seq. No. 


208028 


Seq. ID 


LIB3120-032-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


559 


E value 


1.0e-57 


Match length 


146 



% identity 80 

NCBI Description FRUCTOSE-BIS PHOSPHATE ALDOLASE, CHL0R0PLAST PRECURSOR 



Seq. No 
Seq. ID 
Method 
NCBI GI 



208029 

LIB3120-032-Q1-K1-F8 

BLASTN 

gl8487 



28631 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

1.0e-21 

131 
95 

G. hirsutum mRNA for cotton catalase subunit 



208030 

LIB3120-032-Q1-K1-G1 

BLASTX 

g285317 

229 

1.0e-27 

115 
65 

dihydrolipoamide dehydrogenase 



(EC 1.8.1.4) - garden pea 



208031 

LIB3120-032-Q1-K1-G2 

BLASTN 

g289919 

166 

1.0e-88 

199 

98 

Gossypium hirsutum chloroplast photosystem II chlorophyll 
A/B-binding protein gene, complete cds 

208032 

LIB3120-032-Q1-K1-G4 

BLASTX 

g!31385 

498 

2.0e-50 

130 

81 

OXYGEN- EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 


208033 


Seq. ID 


LIB3120 


Method 


BLASTX 


NCBI GI 


g553107 


BLAST score 


448 


E value 


1.0e-50 


Match length 


152 


% identity 


71 


NCBI Description 


(L04967 


Seq. No. 


208034 


Seq. ID 


LIB3120 


Method 


BLASTX 


NCBI GI 


gll8564 


BLAST score 


663 


E value 


9.0e-70 


Match length 


152 


% identity 


82 



) triosephosphate isomerase [Oryza sativa] 



28632 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLYCERATE DEHYDROGENASE {NADH- DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

208035 

LIB3120-032-Q1-K1-H4 

BLASTX 

g421826 

402 

3.0e-39 

82 

83 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208036 

LIB3120-032-Q1-K1-H6 

BLASTX 

g3047405 

249 

3.0e-21 

140 

33 

(AF058333) tyrosine phosphorylated protein A [Escherichia 
coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208037 

LIB3120-033-P1-K1-A1 

BLASTN 

g3522932 

40 

3.0e-13 

96 

85 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

208038 

LIB3120-033-P1-K1-A2 

BLASTX 

gl352821 

668 

2.0e-70 

132 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 



208039 



28633 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-G33-P1-K1-A3 

BLASTX 

gl352821 

433 

7.0e-43 

85 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208040 

LIB3120-033-P1-K1-A8 

BLASTX 

gl352821 

96 

2.0e-09 

67 

61 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208041 

LIB3120-033-P1-K1-B1 

BLASTX 

gll70567 

482 

2.0e-53 

145 

74 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565_emb_CAA83565 (Z32632) INOl [Citrus x paradisi] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



208042 

LIB3120-033-P1-K1-B2 

BLASTX 

gl352821 

649 

4.0e-68 

122 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208043 

LIB3120-033-P1-K1-B3 

BLASTX 

gl352821 



28634 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205 

2.0e-16 

65 
69 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



beg. no. 


o n q n a a 


oeq. ±u 


LlDjlil; Ujj JtX J\JL Ej-J 


Method 


dt aQTV 
JDlxriO 1 A 






BLAST score 


157 


E value 


1.0e-20 


Match length 


104 


% identity 


56 


NCBI Description 


(U37088) beta-ketoacyl-CoA synthase [Simmondsia chinensis] 


Seq. No. 


208045 


Seq. ID 


LIB3120-033-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


269 


E value 


7.0e-24 


Match length 


81 


% identity 


72 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208046 

LIB3120-033-P1-K1-B8 

BLASTX 

gl352821 

267 

1.0e-23 

69 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208047 

LIB3120-033-P1-K1-C1 

BLASTX 

g462195 

395 

2.0e-38 

84 

92 

PROTEIN TRANSLATION FACTOR SUI1 



HOMOLOG (GOS2 PROTEIN) 



28635 



>gi_100682_pir S21636 G0S2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208048 

LIB3120-033-P1-K1-C2 

BLASTX 

g!352821 

650 

3.0e-68 

122 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_27 9581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208049 

LIB3120-033-P1-K1-C3 

BLASTX 

g!352821 

325 

2.0e-30 

70 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208050 

LIB3120-033-P1-K1-C4 

BLASTX 

gl352821 

596 

5.0e-62 

121 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208051 

LIB3120-033-P1-K1-C5 

BLASTX 

g462195 

123 

1.0e-10 

61 
70 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 
>gi_100682_pir S21636 GOS2 protein - rice 



28636 




>gi_20238_emb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774} translation initiation factor [Oryza 
sativa] 

208052 

LIB3120-033-P1-K1-C6 

BLASTX 

gl352821 

196 

3.0e-15 

67 

64 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4*1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208053 

LIB3120-033-P1-K1-C8 

BLASTX 

gl352821 

467 

6.0e-47 

102 

85 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208054 

LIB3120-033-P1-K1-D2 

BLASTX 

gl352821 

614 

5.0e-64 

114 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208055 

LIB3120-033-P1-K1-D3 

BLASTX 

gll5581 

416 

1.0e-65 

141 

83 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) 

>gi_68031_pir QYIX2 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) 2 - common ice plant >gi_4469271_emb_CAA32728_ 



28637 



(XI 4 58 8} phosphoenolpyruvate carboxylase [Mesembryanthemum 
crystallinum] 



Seq. No. 


208056 


Seq. ID 


LIB3120-033-P1-K1-D5 


Mo i~ )~\ nH 


BLASTX 










V MR 1 IIP 


1 . Oe-17 




o u 


15 XU.t5IlL.-LUy 


^7 

•j f 




nhnsnhnpn nl nvri] vat p carboxylase f 


Sea No 


208057 


Seq. ID 


LIB3120-033-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


465 


E value 


1.0e-46 


Match length 


114 


% identity 


80 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



(EC 4.1.1.31) 



sorghum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208058 

LIB3120-033-P1-K1-D7 

BLASTX 

gll5583 

289 

2.0e-34 

110 

69 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) (CP28) 

>gi_100758_pir S18240 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) - sorghum >gi_22593_emb_CAA42549_ (X59925) 
phosphoenolpyruvate carboxylase [Sorghum bicolor] 

208059 

LIB3120-033-P1-K1-D8 

BLASTX 

g231610 

404 

2.0e-39 

144 

62 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

208060 

LIB3120-033-P1-K1-E1 
BLASTN 



28638 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g289919 
53 

5.0e-21 

129 

86 

Gossypium hirsutum chloroplast photosystem II chlorophyll 
A/B-binding protein gene, complete cds 

208061 

LIB3120-033-P1-K1-E2 

BLASTX 

g231610 

545 

6.0e-56 

143 

76 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H-f-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785__emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

208062 

LIB3120-033-P1-K1-E4 

BLASTX 

gll5473 

335 

2.0e-31 

99 

63 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi_170219 (M94135) chloroplast carbonic 

anhydrase [Nicotiana tabacum] >gi_445610_prf 1909357A 

carbonic anhydrase [Nicotiana tabacum] 

208063 

LIB3120-033-P1-K1-E6 

BLASTX 

g231610 

476 

6.0e-48 

128 

77 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA4 5152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



208064 

LIB3120-033-P1-K1-F2 

BLASTX 

g2454182 

473 

1.0e-47 

113 

77 



28639 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

208065 

LIB3120-033-P1-K1-F8 

BLASTX 

gl781348 

260 

5.0e-23 
74 

69' 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208066 

LIB3120-033-P1-K1-G2 

BLASTX 

gl781348 

528 

5.0e-54 

105 

95 

(Y10380) homologous to plastidic aldolases 
tuberosum] 



[Solanum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208067 

LIB3120-033-P1-K1-G4 

BLASTX 

g3914940 

367 

2.0e-40 

141 

67 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE } ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 

208068 

LIB3120-033-P1-K1-H3 

BLASTX 

g289920 

541 

1.0e-55 

107 

93 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



208069 

LIB3120-033-P1-K1-H4 

BLASTX 

gl352821 

495 

4.0e-50 
108 

86 ' 



28640 



NCBI Description 



€1 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208070 

LIB3120-033-P1-K1-H5 

BLASTX 

gl354515 

138 

1.0e-08 

65 
52 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



208071 

LIB3120-033-P1-K1-H8 

BLASTX 

g2529342 

323 

3.0e-30 

89 

72 

(L76554) transketolase [Spinacia oleracea] 
208072 

LIB3120-034-Q1-K1-A1 

BLASTX 

g3386621 

336 

8.0e-32 

72 

92 

(AC004665) unknown protein [Arabidopsis thaliana] 
208073 

LIB3120-034-Q1-K1-A2 

BLASTX 

g4206194 

153 

2.0e-10 

52 
54 

(AF071527) GH3-like protein [Arabidopsis thaliana] 
>gi_4262168__gb_AAD144 68_ (AC005275) putative GH3-like 
protein [Arabidopsis thaliana] 

208074 

LIB3120-034-Q1-K1-A4 

BLASTX 

g2754849 

544 

5.0e-56 

112 

92 



28641 



NCBI Description 



(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 


208075 


Seq. ID 


LIB3120-034-Q1-K1-A5 


i v ie UllUU. 


SD Driu x £\ 




y \j * £*zt 


rsjj/ioi score 


1 QQ 

J_ Z> _7 


Hi VdlUc 




Match, length 


£7 


i> luentlty 


D ft 




(X15190) orecursor (AA -68 to 337) [Pisum sat 


oeq. jno • 


^ u 0 u / o 


oeq* iu 


T,TR?1 90-0^4-01 -K1 -A6 


Method 


BLASTX 


NCBI GI 


gl076534 


DiiAoi score 


977 

£.11 


hj value 


1 Oo— OA 
± • ue z *± 


Match length 


7 Q 






JNL-bi uescription 


IUOnOQcnyurOdbCurDatc IcUUtUaoc liNrtunj \ HjL/ J- • u 




i^L^-a \rf i /! G 7 1 0 fl f nH^4 \ mnnnHohT/Hrna ofn rh 3 1" ^ 
Pea /Ul f£_7/lZu ^ UUCi Ox / UlUIlUkXCIiy LXX. LJa.C'L.L'X.XJClL.c; 




TPi ^niTi gat - 1 vnm 1 

I J- _L_ Hill O L4 l«# -L. V LUL L J 


Seq. No. 


208077 


Seq. ID 


LIB3120-034-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


336 


E value 


9.0e-32 


Match length 


73 



.5.4) - garden 



% identity 

NCBI Description 



93 



S60047 



ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913__pir 
ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208078 

LIB3120-034-Q1-K1-B1 

BLASTX 

g3687652 

421 

8.0e-42 

86 

94 

(AF047352) rubisco activase precursor [Datisca glomerata] 
208079 

LIB3120-034-Q1-K1-B11 

BLASTX 

g2275202 

214 

3.0e-17 

94 
70 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 



28642 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] - 
208080 

LIB3120-034-Q1-K1-B12 

BLASTX 

gl352821 

550 

1.0e-56 

106 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBONIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% -identity 

NCBI Description 



208081 

LIB3120-034-Q1-K1-B6 

BLASTX 

g289920 

363 

6.0e-35 

84 

85 

(L07119) chlorophyll A/B binding protein 
hirsutum] 



[Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208082 

LIB3120-034-Q1-K1-B7 

BLASTN 

g4455189 

34 

1.0e-09 

110 

83 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F10M23 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



208083 

LIB3120-034-Q1-K1-B8 

BLASTX 

gl076316 

253 

9.0e-22 

85 

53 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_469110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 

208084 

LIB3120-034-Q1-K1-C10 

BLASTX 

g543867 

379 

1.0e-36 
101 



28643 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ATP SYNTHASE 6AMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 

208085 

LIB3120-034-Q1-K1-C11 

BLASTX 

g399082 

166 

1.0e-ll 

89 
43 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_322713__pir S28171 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain, chloroplast - garden pea >gi_169045 
(M94558) ATP synthase delta subunit [Pisum sativum] 

208086 

LIB3120-034-Q1-K1-C2 

BLASTX 

gl354515 

178 

4.0e-13 

101 
46 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208087 

LIB3120-034-Q1-K1-C4 

BLASTX 

g505482 

413 

1.0e-40 

109 

81 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



208088 

LIB3120-034-Q1-K1-C8 

BLASTX 

gl40310 

158 

1.0e-10 

35 

89 

PHOTOSYSTEM II REACTION CENTRE T PROTEIN 

>gi_82528_pir JQ0254 hypothetical 4K protein (psbH-petB 

intergenic region) - rice chloroplast 
>gi_12014_emb_CAA33974_ (X15901) ORF35 [Oryza sativa] 
>gi_2143324_emb_CAA73766_ (Y13328) PSII subunit [Populus 
deltoides] >gi_226636_prf 1603356BK ORF 35 [Oryza sativa] 



28644 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208089 

LIB3120-034-Q1-K1-C9 

BLASTX 

gll99772 

287 

8.0e-26 

108 

60 

(D83226) extensin like protein [Populus nigra] 
>gi_1199774_dbj_BAA11855_ (D83227) extensin like protein 
[Populus nigra] 



Seq. No. 
Seq. ID 
Method 



208090 

LIB3120-034-Q1-K1-D12 
BLASTX 





rr^£1 7741 
g J O J. / / 4 X 


tsLiAo i score 


R"37 
03 / 


E value 


4 . ue DO 


Match length 


1 9 C 
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i> laeniity 


R9 
OZ 


jnuoi uescripLion 


\rv^UU300 / ) Xi3 UOpXcioIuXO X. -LJJU t>UILLdX piULclii L-"-^ auiuupo 




thaliana] 


C 1 n j~r "KT n 

beq. jno . 


zuou y x 


beq. ID 


XjXd3XZU~U 3 4 — yx— i\X""DZ 


Method 


DT A O TV 


JNUJDl VjX 


gjouo xu x 


iJiiAbi score 


3X3 


E value 


Z . Ue — 3Z 


jxiaucn xengun 


1 9 Q 

xz y 


t> xuentx uy 


7Q 

/ j 


NCBI Description 


(AJ012165) chloroplast protease [Capsicum annuum] 


beq. no* 


zuo u yz 


beq. xu 


XjXdoxzu - UJ4 — y x — i\x — jjo 


Method 


BXiAblA 




y *± u *± u 


BLAST score 


250 


E value 


2.0e-21 


Match length 


102 


% identity 


48 


NCBI Description 


(AL034567) putative protein [Arabidopsis thaliana] 


Seq. No. 


208093 


Seq. ID 


LIB3120-034-Q1-K1-D4 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


68 


% identity 


88 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


208094 


Seq. ID 


LIB3120-034-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4127688 



28645 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



239 

2.0e-20 

71 

62 

(AJ006065) 



isochorismate synthase [Catharanthus roseus] 



208095 

LIB3120-034-Q1-K1-D6 

BLASTN 

g3108320 

81 

1.0e-37 

153 
88 

Gossypium barbadense clone pXP2-38 repetitive DNA sequence 
208096 

LIB3120-034-Q1-K1-D7 

BLASTX 

gl354515 

229 

5.0e-19 

116 

50 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208097 

LIB3120-034-Q1-K1-D8 

BLASTX 

g289920 

576 

1.0e-59 

109 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 


208098 




Seq. ID 


LIB3120-034- 


-Q1-K1-D9 


Method 


BLASTX 




NCBI GI 


g2956717 




BLAST score 


247 




E value 


5.0e-21 




Match length 


116 




% identity 


53 




NCBI Description 


(Y09722) beta-carotene 


Seq. No. 


208099 




Seq. ID 


LIB3120-034- 


-Q1-K1-E1 


Method 


BLASTX 




NCBI GI 


g3914473 




BLAST score 


289 




E value 


5.0e-26 




Match length 


69 




% identity 


77 




NCBI Description 


PHOTOSYSTEM 


I REACTION 



2 [Capsicum annuum] 



PRECURSOR (SUBUNIT 



28646 



V) (PSI-L) >gi_479684_pir S35151 photosystem I chain XI 

spinach >gi_396275_emb_CAA45775_ (X64445) subunit XI of 
photosystem I reaction center [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208100 

LIB3120-034-Q1-K1-E10 

BLASTX 

g2961384 

419 

3.0e-41 

116 

66 

(AL022141) aldehyde dehydrogenase like protein [Arabidopsis 
thaliana] 



beq. No. 


o n q i ni 
ZUolUl 


Seq. ID 


i_i±b d1Z\J — Uo4— yx — J\l— Hill 


Method 




NCrJl bl 


gnoo4 ii 


BLAST score 


c. c o 


E value 


b * ue-o / 


TV.iT _ j_ _ 1 a V* 

Matcn lengtn 




% identity 


O A 

o4 


NCBI Description 


FRUCTOSE-BloPHUbrnAIlli ALUUL/ibhi, UnLUKUirliiib 1 fKrjUUKbUK 


Seq. No. 


208102 


Seq. ID 


LIB3120-034-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


385 


E value 


2.0e-37 


Match length 


80 


% identity 


90 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana 


Seq. No. 


208103 


Seq, ID 


LIB3120-034-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3122673 


BLAST score 


305 


E value 


4.0e-28 


Match length 


86 


% identity 


71 


NCBI Description 


60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 


(Z97341) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208104 

LIB3120-034-Q1-K1-E5 

BLASTX 

g462264 

309 

2.0e-28 

119 

54 

GTP-BINDING PROTEIN HFLX >gi_1361024_pir S56398 GTPase 

homolog protein hflX - Escherichia coli >gi_436156 (U00005) 
putative GTPase required for high frequency lysogenization 



28647 



® 



by bacteriophage lambda [Escherichia coli] >gi_537014 
(U14003) putative GTPase required for high frequency 
lysogenization by bacteriophage lambda; TTG start ccdon 
[Escherichia coli] >gi_1790615 (AE000489) GTP - binding 
subunit of protease specific for phage lambda ell repressor 
[Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208105 

LIB3120-034-Q1-K1-E6 

BLASTX 

g400890 

310 

2.0e-28 

139 

42 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208106 

LIB3120-034-Q1-K1-E7 

BLASTX 

gl788928 

307 

4.0e-28 

137 

46 

(AE000344) 
coli] 



quinolinate synthetase, B protein [Escherichia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208107 

LIB3120-034-Q1-K1-E9 

BLASTX 

gl781348 

639 

4.0e-67 

130 

94 

(Y10380) homologous to plastidic aldolases 
tuberosum] 



[Solanum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208108 

LIB3120-034-Q1-K1-F10 

BLASTX 

g4309738 

240 

3.0e-20 

78 

63 

(AC0064 39) putative tubby protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



208109 

LIB3120-034-Q1-K1-F11 
BLASTX 



28648 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3075391 
379 

2.0e-36 

140 

53 

(AC004484) 



unknown protein [Arabidopsis thaliana] 



208110 

LIB3120-034-Q1-K1-F12 

BLASTX 

gll5473 

242 

2.0e-20 

77 

58 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi_170219 (M94135) chloroplast carbonic 

anhydrase [Nicotiana tabacum] >gi_445610_prf 1909357A 

carbonic anhydrase [Nicotiana tabacum] 

208111 

LIB3120-034-Q1-K1-F5 

BLASTX 

gl32675 

420 

2.0e-41 

94 
94 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L14 >gi_J71222_pir R5NT14 

ribosomal protein L14 - common tobacco chloroplast 
>gi_11864_emb_CAA77379_ (Z00044) ribosomal protein L14 

[Nicotiana tabacum] >gi__225233_prf 1211235BQ ribosomal 

protein L14 [Nicotiana tabacum] 

208112 

LIB3120-034-Q1-K1-F6 

BLASTX 

g2832661 

338 

8.0e-32 

118 

57 

(AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208113 

LIB3120-034-Q1-K1-F7 

BLASTX 

g2062167 

462 

3.0e-46 

99 

87 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 



208114 



28649 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-034-Q1-K1-F8 

BLASTX 

gl709825 

295 

1.0e-27 

125 
62 

PHOTOSYSTEM 
(PSI-N) >gi 



I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
1237124 (U32176) PSI-N [Arabidopsis thaliana] 





9f)fl 1 1 ^ 




T.TR^I 90-0^4-01 -K1 -FQ 




BLASTX 


NPRT (IT 


rr??44ft1 1 


BLAST score 


266 


E value 


3.0e-23 


ixiat cn xengLu 
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NCBI Description 


(Z97336) unnamed protein product [Arabidopsis thaliana] 


Seq. No. 


zUolxo 


beq. ID 


LIBJI^U-Uo4-Ql-Kl-Gl 


Mernoa 


T3T 7i CTY 
DXjAo 1 A 


MpDT (IT 


yz, ^o*! loz 


BLAST score 


267 


E value 


6.0e-33 


Match length 


85 


% identity 


89 


NCBI Description 


(U80185) pyruvate dehydrogenase El alpha subunit 




[Arabidopsis thaliana] 


Seq. No. 


208117 


Seq. ID 


LIB3120-034-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2191197 


BLAST score 


254 


E value 


8.0e-22 


Match length 


100 


% identity 


75 



NCBI Description 



(AF007271) contains similarity to Synechococcus PCC7942 
chromosomal region used as basis of neutral sitell 
recombinational cloning vector (PID:gll74192) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208118 

LIB3120-034-Q1-K1-G11 

BLASTX 

g3914603 

623 

4.0e-65 

131 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_177 8414 (U74321) 
ribulose-1, 5-hisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 



28650 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208119 

LIB3120-034-Q1-K1-G12 

BLASTX 

g421826 

215 

2.0e-17 

84 
52 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208120 

LIB3120-034-Q1-K1-G2 

BLASTX 

g4127688 

135 

3.0e-15 

70 
63 

(AJ006065) isochorismate synthase [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208121 

LIB3120-034-Q1-K1-G3 

BLASTX 

g2894598 

169 

4.0e-12 

37 

81 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



208122 

LIB3120-034-Q1-K1-G4 

BLASTX 

gl350680 

433 

7.0e-43 

105 

79 



NCBI Description 60S RIBOSOMAL PROTEIN LI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208123 

LIB3120-034-Q1-K1-G5 

BLASTX 

g3063709 

164 

2.0e-ll 

77 

43 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



208124 

LIB3120-034-Q1-K1-G7 

BLASTX 

g231688 

637 



28651 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-67 

117 

98 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

208125 

LIB3120-034-Q1-K1-G9 

BLASTX 

g!771778 

655 

8.0e-69 

148 
87 

(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208126 

LIB3120-034-Q1-K1-H1 

BLASTX 

g3288821 

348 

3.0e-38 

103 

79 

(AF063901) alanine : glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

208127 

LIB3120-034-Q1-K1-H10 

BLASTX 

g2864617 

226 

1.0e-18 

117 

44 

(AL021811) H+-transporting ATP synthase chain9 ■ 
protein [Arabidopsis thaliana] 



like 



208128 

LIB3120-034-Q1-K1-H11 

BLASTX 

g3766248 

205 

4.0e-16 

117 

43 

(Y18227) blue copper binding-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



208129 

LIB3120-034-Q1-K1-H12 

BLASTX 

gl!72664 

452 

3.0e-45 



28652 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



109 
80 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
{LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_2984 82 _bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 {M83119) photosystem 
I subunit III [Flaveria trinervia] 

208130 

LIB3120-034-Q1-K1-H4 

BLASTX 

g2511594 

509 

8.0e-52 

105 

92 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBA1 [Arabidopsis thaliana] 

208131 

LIB3120-034-Q1-K1-H6 

BLASTX 

gll72664 

421 

5.0e-48 

112 

81 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 

208132 

LIB3120-034-Q1-K1-H9 

BLASTN 

g2924257 

49 

1.0e-18 

61 
95 

Tobacco chloroplast genome DNA 
208133 

LIB3120-036-Q1-K1-A1 

BLASTX 

g3759184 

160 

7.0e-ll 



28653 



Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
44 

(AB018441) phi-1 [Nicotiana tabacum] 
208134 

LIB3120-036-Q1-K1-A10 

BLASTN 

g289919 

99 

7.0e-49 

127 

94 

Gossypium hirsutum chloroplast phot osys tern II chlorophyll 
A/B-binding protein gene, complete cds 

208135 

LIB3120-036-Q1-K1-A11 

BLASTX 

g625547 

600 

2.0e-62 

147 

79 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_4 93723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 

208136 

LIB3120-036-Q1-K1-A12 

BLASTX 

gl00616 

469 

4.0e-47 

125 
75 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

208137 

LIB3120-036-Q1-K1-A3 

BLASTX 

g!352821 

627 

1.0e-65 

120 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 



208138 



28654 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-036-Q1-K1-A6 

BLASTX 

gl352821 

658 

3.0e-69 

128 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


208139 


Seq. ID 


LIB3120-036-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl085922 


BLAST score 


142 


E value 


7. Oe-09 


Match length 


86 


% identity 


43 


NCBI Description 


hypothetical protein 




>gi_4 5953 3_emb_CAA5 4 9 




ribosomal protein SI 


Seq. No. 


208140 


Seq. ID 


LIB3120-036-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2129825 


BLAST score 


346 


E value 


1.0e-32 


Match length 


82 


% identity 


85 


NCBI Description 


dynamin-like protein 




>gi_1217994 (U25547) 


Seq. No. 


208141 


Seq. ID 


LIB3120-036-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


624 


E value 


3.0e-65 


Match length 


139 


% identity 


85 


NCBI Description 


{AFO 67185) aquaporin 


Seq. No. 


208142 


Seq. ID 


LIB3120-036-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3776574 


BLAST score 


231 


E value 


4.0e-19 


Match length 


92 


% identity 


62 


NCBI Description 


(AC005388) Similar to 



(X78038) orf224; homology to 
I. coli [Oenothera berteriana] 



SDL [Glycine max] 



- soybean 



[Samanea saman] 



kinase from Arabidopsis thaliana BAC gb_AC002340. 
[Arabidopsis thaliana] 



28655 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208143 

LIB3120-036-Q1-K1-B3 

BLASTX 

gl352821 

575 

2.0e-59 

108 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208144 

LIB3120-036-Q1-K1-B4 

BLASTX 

gll68470 

653 

1.0e-68 

148 

84 

PROTEIN KINASE APK1A >gi_282877_pir S28 615 protein kinase, 

tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208145 

LIB3120-036-Q1-K1-B5 

BLASTX 

g3924594 

452 

4.0e-45 

110 

30 

(AF069442) putative ribonucleoprotein [Arabidopsis 
thaliana] >gi_4262139_gb_AAD14439_ (AC005275) putative 
ribonucleoprotein [Arabidopsis thaliana] 

208146 

LIB3120-036-Q1-K1-B6 

BLASTX 

gl709651 

401 

4.0e-39 

128 
62 

PLASTOCYANIN A PRECURSOR >gi_2117431__pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



Seq. No. 
Seq. ID 
Method 



208147 

LIB3120-036-Q1-K1-B7 
BLASTX 



28656 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl67367 
502 

5.0e-51 

129 

76 

(L08199) peroxidase [Gossypium hirsutum] 
208148 

LIB3120-036-Q1-K1-B8 

BLASTX 

g407353 

465 

1.0e-46 

136 
70 

(D21054) PSI-H precursor [Nicotiana sylvestris] 
208149 

LIB3120-036-Q1-K1-B9 

BLASTX 

g508304 

312 

9.0e-29 

78 

73 

(L22305) corC [Medicago sativa] 
208150 

LIB3120-036-Q1-K1-C1 

BLASTX 

g2493694 

246 

6.0e-21 

98 

53 

PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 

6.1 KD PROTEIN) >gi_1076268_pir S53025 photosystem II 

protein - spinach >gi_728716_eirtb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



208151 

LIB312G-036-Q1-K1-C11 

BLASTX 

g3822036 

258 

3.0e-22 

128 

45 

(AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 
208152 

LIB3120-036-Q1-K1-C2 

BLASTX 

gl352821 

591 

2.0e-61 
114 



28657 



% identity" 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208153 

LIB3120-036-Q1-K1-C3 

BLASTX 

gll70897 

584 

2.0e-60 

129 

88 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_1076276_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 

208154 

LIB3120-036-Q1-K1-C4 

BLASTX 

g3850621 

719 

2.0e-76 

139 

92 

(Y15382) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208155 

LIB3120-036-Q1-K1-C6 

BLASTX 

g82167 

710 

3.0e-75 

145 

95 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A, chloroplast - common 
tobacco (fragment) 

208156 

LIB3120-036-Q1-K1-C7 

BLASTX 

g289920 

780 

2.0e-83 

147 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 



208157 

LIB3120-036-Q1-K1-C8 
BLASTX 



28658 



LN \*/ D J_ VJ J- 




pjjno x iduui c 


o i j 


E value 


3.0e-32 


Match length 


84 




/ D 


INL/BX LJcbCI XptXUIl 


OllXUX upiiy XX a./ & X?XIlu.XIiy piOtein ^-YP^ .HXaDXCLQpSXS 




CllaXXaila -^yX 1 ju J (UUjjjj) irDX type XX Ciixoxcpriyxx 




~h /Y\ V>t ri r? *i ti rr nynfoi n r Zi yaW - ? H^tic "i o 1"hal i anal 

d/XJ X?XllU.Xliy pxuutSXIl [rtlaUlUUpalo LIIa.XXa.ila. J 


C? r*\ sr \T r~\ 


o no i 

ZUOIjO 




I TR^1 9fl — n^f^-ni -PT1 -PQ 

XiXijOX^VJ U«-)D S^x rvx \s _7 


11C U llVJ^i. 


.D-uriO i. /\ 


MPDT r<T 

INt-DX 


g^ iDo j 


"DT ,7\ OH" 1 Qporo 
Oi-LfiO 1 bUUXc 


z _? .? 


E value 


4.0e-27 


Match length 


134 


^ iLj.criiLii.y 




1NO.DX UcoUlipLlOli 


\/ituuuiuoj uoiitains sxiuxxaxxuy to rvQucio coccus aiuxa.a.5e 




tgo uidzu / j . Hjois go izuou4 / go riooboU/gD iNy/4Zo f gD noooyj 




come xxom unis gene. |.H.xaDxaopsxs unaxxanaj 


oeq, wo. 






IilDjlZU UoO M Ul X 


1 W 1C Ul IvJvJ. 


Diino 1A 


NCBI GI 


g3046815 


BLAST score 


181 


iij vaxue 


£. . ue xo 


ixiat cn xengtn 




% identity 






/&.T.D91 fiR7^ r , \7"hr>r , ln rnmo PdRO r rahi Hnn q to fhal i anal 
\riXi\JZ. X t>0 / y Uy LUwllX Ullie JTfiOU LnlaJjluOpolb 1. 11 a XX alia. J 


beq. iNo. 


iUoi bU 


beq. xu 


XjXdoXz U — UjD - s2± J\X— uxz 




JDXiriO 1 A 


NCBI GI 


g2583108 


BLAST score 


338 


vaxue 


x . ue-*ox 


ixiatcn lenyun 


1 ^ Q 


% identity 


D J 


1NL-I3X UcbUi xp Liun 


^nLuuijo / j putative suridce protein [AraDiuopsis tnaxianaj 


beq. wo. 


zUolol 


beq. -Li-' 


XiXooXZ U U J O \Ji J\l 1J/ 


Mot" ni^H 


dt nqnny 

DJjtIij 1 A. 




gxuu ox o 


£3J_irlO 1 bLUIc 


4 77 


Hj V d X Lit: 


J. Uc 0 


rJatUXl XtJiiyLll 


lift 
X xo 


% identity 


76 


NCBI Description 


ribulose-bisphosphate carboxylase activase B precursor - 




oarxey >gi lo/uy^ (Jxioo44o) rxjoulose l f o-Joxspnospnate 




LdlJjUAyiabc atLlVabc L^^rueUITl vUXyaXej ^gX XO/U-/0 ^rJj j^fl 




ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 




vulgar e] 


Seq. No. 


208162 


Seq. ID 


LIB3120-036-Q1-K1-D3 



28659 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl352821 

506 

2.0e-51 

106 
92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208163 

LIB3120-036-Q1-K1-D6 

BLASTX 

gl22085 

577 

8.0e-60 

124 

95 

HISTONE H3 >gi_8 1 64 lj?ir_S 062 50 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir_S57626 histone H3 - maize 
>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970__ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >giJL68506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi__169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_88 6738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 
>gi_225459_prf_1303352A histone H3 [Helicoverpa zea] 
>gi_225839_prf_1314298B histone H3 [Arabidopsis thaliana] 

208164 

LIB3120-036-Q1-K1-E1 

BLASTX 

gl352821 

466 

8.0e-47 

90 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 



28660 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 
208165 

LIB3120-036-Q1-K1-E12 

BLASTX 

gl00454 

602 

1.0e-62 

144 

84 

photosystem II oxygen-evolving complex protein 1 - potato 
>gi_809113_emb_CAA35601_ (X17578) 33kDa precursor protein 
of oxygen-evolving complex [Solanum tuberosum] 



Seq. No. 


208166 


Seq. ID 


LIB3120-036-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4335772 


BLAST score 


183 


E value 


2.0e-13 


Match length 


88 


% identity 


44 


NCBI Description 


(AC006284) unknown protein [Arabidopsis thaliana] 


Seq.- No. 


208167 


Seq. ID 


XIB3120-036-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


460 


E value 


5.0e-46 


Match length 


135 


% identity 


73 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis sativus] 


Seq. No. 


208168 


Seq. ID 


LIB3120-036-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3650030 


BLAST score 


340 


E value 


6.0e-32 


Match length 


129 


% identity 


59 


NCBI Description 


(AC005396) unknown protein [Arabidopsis thaliana] 


Seq. No. 


208169 


Seq. ID 


LIB3120-036-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2832644 


BLAST score 


219 


E value 


7.0e-18 


Match length 


113 


% identity 


53 


NCBI Description 


(AL021710) teosinte branchedl - like protein [Arabidops 




thaliana] 


Seq. No. 


208170 


Seq. ID 


LIB3120-036-Q1-K1-F1 



28661 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl32714 

454 

3.0e-45 

115 

79 

CHLOROPLAST SOS RIBOSOMAL PROTEIN LI 6 (RIBOSOMAL PROTEIN 

CS-L24) >giJ71248_pir R5SP16 ribosomal protein L16 - 

spinach chloroplast >gi_12311_emb_CAA31716_ (X13336) 
ribosomal protein L16 [Spinacia oleracea] 



208171 

LIB3120-036-Q1-K1-F10 

BLASTX 

gl353352 

289 

4.0e-26 

119 

47 

(U31975) alanine aminotransferase 
reinhardtii] 



[ Ch 1 amydomona s 



208172 

LIB3120-036-Q1-K1-F2 

BLASTX 

g!709358 

434 

6.0e-43 

135 

61 

NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 

PHOS PHOHYDROLASE ) (NTPASE ) >gi_6 296 3 8 jpi r S 48859 

nucleoside triphosphatase - garden pea 

>gi_2129890j?ir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi_563612_emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj_BAA75506. 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 



Seq. No. 


208173 


Seq. ID 


LIB3120-036 


Method 


BLASTX 


NCBI GI 


g2832660 


BLAST score 


255 


E value 


5.0e-22 


Match length 


124 


% identity 


46 


NCBI Description 


(AL021710) 


Seq. No. 


208174 


Seq. ID 


LIB3120-036 


Method 


BLASTX 


NCBI GI 


gl25578 


BLAST score 


397 


E value 


1.0e-38 


Match length 


104 


% identity 


71 



28662 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHOSPHORIBULOKINASE PRECURSOR { PHOSPHOPENTOKINASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 



208175 

LIB3120-036-Q1-K1-F5 

BLASTX 

g4204274 

237 

2.0e-20 

51 

86 

(AC004146) ribulose bisphosphate carboxylase, 
[Arabidopsis thaliana] 



(PRKASE) 



small subunit 



208176 

LIB3120-036-Q1-K1-F6 

BLASTX 

gl!72664 

609 

2.0e-63 

126 

90 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
( LIGHT -HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208177 

LIB3120-036-Q1-K1-F7 

BLASTX 

g282833 

216 

2.0e-17 

54 

83 

phosphoglycerate kinase (EC 2.7.2.3) 



spinach (fragment) 



208178 

LIB3120-036-Q1-K1-F8 

BLASTX 

gl9157 

488 

3.0e-49 

133 

74 

(Z11999) 33kDa precursor protein of oxygen-evolving complex 

[Lycopersicon esculentum] >gi_738944_prf 2001459A 02 

evolving protein complex: SUBUNIT=33kD [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 



208179 

LIB3120-036-Q1-K1-G1 
BLASTX 



28663 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl363484 
263 

6.0e-23 

74 

65 

IAA13 protein - Arabidopsis thaliana >gi_972929 (U18415) 
IAA13 [Arabidopsis thaliana] >gi_2459414 (AC002332) auxin 
inducible protein, IAA13 [Arabidopsis thaliana] 

208180 

LIB3120-036-Q1-K1-G10 

BLASTX 

g3461821 

158 

1.0e-10 

133 

32 

(AC004138) putative nucleoside triphosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208181 

LIB3120-036-Q1-K1-G12 

BLASTX 

g2262143 

492 

8.0e-50 

133 

71 

(AC002330) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


208182 


Seq. ID 


LIB3120-036-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g445116 


BLAST score 


191 


E value 


4.0e-15 


Match length 


46 


% identity 


76 


NCBI Description 


light -harvesting complex 


Seq. No. 


208183 


Seq. ID 


LIB3120-036-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl29915 


BLAST score 


191 


E value 


4.0e-15 


Match length 


56 


% identity 


64 


NCBI Description 


PHOSPHOGLYCERATE KINASE, 



[Hordeum vulgare] 



>gi_66912_pir TVWTGC phosphoglycerate kinase (EC 2.7.2.3) 

precursor, chloroplast - wheat >gi_21833_emb_CAA33303_ 
(X15233) phosphoglycerate kinase (AA 1 - 480) [Triticum 
aestivum] >gi_3293043_emb_CAA51931_ (X73528) 
phosphoglycerate kinase [Triticum aestivum] 



Seq. No. 



208184 



28664 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3120-036-Q1-K1-G7 

BLASTX 

gl352821 

614 

4.0e-64 

126 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208185 

LIB3120-036-Q1-K1-G8 

BLASTX 

g417103 

362 

2.0e-34 

122 
64 

HI STONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi__488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (£109461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >giJL435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469 i _gb_AAC97380__ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

208186 

LIB3120-036-Q1-K1-H1 

BLASTX 

gl652467 

219 

1.0e-17 

65 

63 

(D90905) hypothetical protein [Synechocystis sp.] 
208187 

LIB3120-036-Q1-K1-H10 

BLASTX 

gl431629 

338 

8.0e-32 



28665 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
70 

(X99348) 



pectinacetylesterase precursor [Vigna radiata] 



208188 

LIB3120-036-Q1-K1-H11 

BLASTX 

gl652467 

207 

2.0e-16 

65 

60 

(D90905) hypothetical protein 



[Synechocystis sp.] 



208189 

LIB3120-036-Q1-K1-H12 

BLASTX 

g2191128 

169 

7.0e-12 

115 

51 

(AF007269) belongs to the L5P family of ribosomal proteins 
[Arabidopsis thaliana] 

208190 

LIB3120-036-Q1-K1-H2 

BLASTX 

g2864602 

322 

8.0e-30 

144 

58 

(Y12071) thylakoid lumen rotamase [Spinacia oleracea] 
208191 

LIB3120-036-Q1-K1-H4 

BLASTX 

g2062167 

476 

7.0e-48 

138 
63 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 

208192 

LIB3120-036-Q1-K1-H5 

BLASTX 

gl352821 

649 

4.0e-68 

133 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



2B666 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - upland cotton >gi_450505__emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208193 

LIB3120-036-Q1-K1-H6 

BLASTX 

g3024020 

335 

2.0e-31 

79 

82 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208194 

LIB3120-036-Q1-K1-H8 

BLASTX 

gl351279 

494 

6.0e-50 

132 

73 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590_emb_CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 

208195 

LIB3120-037-P1-K1-A2 

BLASTX 

gl352821 

665 

5.0e-70 

127 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54G91) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208196 

LIB3120-037-P1-K1-A3 

BLASTX 

g480450 

153 

4.0e-10 

103 

42 

ketol-acid reductoisomerase (EC 1. 
thaliana >gi_402552_emb_CAA4 9506_ 



1.1.8 6) - Arabidopsis 
(X69880) ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



208197 

LIB3120-037-P1-K1-A4 

BLASTX 

g4406530 



28667 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



295 

8.0e-27 

85 

72 

(AF126870) rubisco activase [Vigna radiata] 
208198 

LIB3120-037-P1-K1-A6 

BLASTX 

g3885884 

203 

3.0e-16 

59 
64 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
208199 

LIB3120-037-P1-K1-B2 

BLASTX 

g3834310 

690 

6.0e-73 

137 

98 

(AC005679) Similar to Ubiquit in-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z244 64, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 

208200 

LIB3120-037-P1-K1-B6 

BLASTX 

g20733 

283 

2.0e-25 

70 

74 

(X15188) precursor C-terminal fragment (AA -80 to 367) 
[Pisum sativum] 

208201 

LIB3120-037-P1-K1-B8 

BLASTX 

g4454461 

153 

5.0e-10 

109 

38 

(AC006234) putative cell wall protein precursor 
[Arabidopsis thaliana] 

208202 

LIB3120-037-P1-K1-C2 

BLASTX 

g2190012 

244 

1.0e-20 



28668 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 
62 

(AB004242) 



dinl [Raphanus sativus] 



208203 

LIB3120-037-P1-K1-C3 

BLASTX 

g3355476 

364 

8.0e-35 

103 

63 

(AC004218) unknown protein [Arabidopsis thaliana] 
208204 

LIB3120-037-P1-K1-C4 

BLASTX 

gl31397 

218 

8.0e-18 

110 

48 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) {16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photos ynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



208205 

LIB3120-037-P1-K1-D2 

BLASTX 

g2662341 

728 

2,0e-77 

143 

97 

(D63580) EF-1 alpha [Oryza sativa] 
>gi_2662345_dbj_BAA23659_ (D63582) 
sativa] >gi_2662347_dbj_BAA23660__ 
[Oryza sativa] 



EF-1 alpha 
(D63583) EF- 



[Oryza 
1 alpha 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208206 

LIB3120-037-P1-K1-D3 

BLASTX 

gl352821 

311 

7.0e-29 

68 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 
(RUBISCO SMALL SUBUNIT) >gi__279581_pir_ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi_4 50505 emb 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 
CAA38026 (X54091) 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 



28669 



beq* JNO . 


on o 907 


beq. if 


T TP^I 9H — n^7 — PI— K"1 —HA 
LlDJliU Uj/ r-L 1\1 Urt 


Method 


BLASTX 


NCBI GI 


g3769673 


BLAST score 


AAA 

44 4 


E value 


4 . Oe-44 


Match length 


139 


% identity 


t; 7 
0 / 


NCBI Description 


(AFuyo2ob) TiczU [Pisum sativumj 


beg. wo. 


OOQOOQ 
ZUozUo 


Qtarr TH 

oeq. lu 


LID ji^U \J o l irl rvl HiZ 


Method 


BLASTX 


NCBI GI 


g4249417 


BLAST score 




E value 


1 . Ue-lb 


Match length 


64 


% identity 


£ Q 
00 


NCBI Description 


(AC006072) hypothetical protein [Arabidopsis tnalian< 


beg* wo. 




beg. lu 


JjlrSoizU — Uj /-rl-J\l-r o 


Method 


bLAb 1 A 


NCBI GI 


g2920666 


BLAST score 


282 


E value 


2 . Oe-25 


Match length 


82 


% identity 


66 


NCBI Description 


(AF048978) 2,4-D inducible glutathione S-transferase 




[Glycine max] 


Seq. No. 


208210 


oeg. .Lu 


LIdjIZU Uo / rl i\l bl 


Method 


BLASTX 


NCBI GI 


g4127456 


BLAST score 


O A A 

34U 


E value 


6 . Oe-32 


Match length 


127 


% identity 


ez A 

60 


NCBI Description 


(AJ010818) Cpn21 protein [Arabidopsis thaliana] 


Seg. No. 


O A O O 1 1 

208211 


beg. lu 


LIBoliU-Uo /-P1-K1-G4 


Method 


BLASTX 


NCBI CjI 


gjyyooz 


BLAST score 


ICO 

loo 


E value 


5.0e-10 


Match length 


101 


% identity 


40 


NCBI Description 


ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 




>gi_322713_pir S28171 H+-transporting ATP synthase 




3.6.1.34) delta chain, chloroplast - garden pea >gi_ 




(M94558) ATP synthase delta subunit [Pisum sativum] 


Seg. No. 


208212 



(EC 



Seg. ID 



LIB3120-037-P1-K1-G6 



28670 



© 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4098129 

735 

3.0e-78 

140 

97 

(U73588) 



sucrose synthase [Gossypium hirsutum] 



208213 

LIB3120-037-P1-K1-H1 

BLASTX 

gl345698 

400 

3.0e-39 

84 

89 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38G25_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

208214 

LIB3120-037-P1-K1-H12 

BLASTX 

g3036882 

220 

6.0e-18 

82 
54 

(AL022374) putative DNA hydrolase [Streptomyces coelicolor] 
208215 

LIB3120-037-P1-K1-H2 

BLASTX 

g2662341 

594 

7.0e-62 

114 

97 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2 66234 7_dbjJBAA2 36 60_ (D63583) EF-1 alpha 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208216 

LIB3120-037-P1-K1-H3 

BLASTN 

g728715 

45 

4.0e-16 

101 
86 

S.oleracea mRNA for 6, 



1 kDa polypeptide of photosystem II 



Seq. No. 
Seq. ID 



208217 

LIB3120-037-P1-K1-H4 



28671 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g289919 

37 

8.0e-12 

117 

83 

Gossypium hirsutum chloroplast photosystem II chlorophyll 
A/B-binding protein gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208218 

LIB3120-038-P1-K1-A7 

BLASTX 

gl67367 

425 

3.Ge-42 

94 

91 

(L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 


208219 


Seq. ID 


LIB3120-038-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3033513 


BLAST scgre 


294 


E value 


2.0e-26 


Match length 


111 


% identity 


56 


NCBI Description 


(AF041068) rubisco activase [Phaseolus vulgaris] 


Seq. No. 


208220 


Seq. ID 


LIB3120-038-P1-K1-C2 


Method 


BLASTN 


NCBI GI 


g3702734 


BLAST score 


33 


E value 


5.0e-09 


Match length 


69 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MNB8, complete sequence [Arabidopsis thaliana] 


Seq. No. 


208221 


Seq. ID 


LIB3120-038-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3023752 


BLAST score 


287 


E value 


7.0e-26 


Match length 


90 


% identity 


67 


NCBI Description 


FERREDOXIN I PRECURSOR >gi_1418982_emb_CAA99756_ ( 




ferredoxin-I [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



208222 

LIB3120-038-P1-K1-D2 

BLASTX 

gll5471 

176 

3.0e-13 



28672 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 
49 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi__20673_emb_CAA36792_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 

208223 

LIB3120-039-P1-K1-A2 

BLASTX 

g2980785 

148 

8.0e-10 

52 
54 

(AL022198) SERINE C ARBOX Y PE P T I DAS E II - like protein 
[Arabidopsis thaliana] 

208224 

LIB3120-039-P1-K1-A4 

BLASTX 

g3417451 

327 

9.0e-31 

88 

72 

(AB013728) light-harvesting chlorophyll a/b-binding protein 
of photosystem II [ Crypt omeria japonica] 

208225 

LIB3120-039-P1-K1-A6 

BLASTX 

g3417451 

518 

5.0e-53 

107 

91 

(AB013728) light-harvesting chlorophyll a/b-binding protein 
of photosystem II [Cryptomeria japonica] 

208226 

LIB3120-039-P1-K1-B3 

BLASTX 

gl658197 

408 

5.0e-40 

98 

77 

(U74630) 
(U74631) 



calreticulin 
calreticulin 



[Ricinus communis] 
[Ricinus communis] 



>gi_1763297 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



208227 

LIB3120-039-P1-K1-B4 

BLASTX 

g4538963 

142 

3.0e-09 



28673 



Match length 

% identity 

NCBI Description 



© 

43 
72 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] 



beg. JNo . 


OClQOOQ 
zUozzo 


oeg. iJJ 




Method 


TUT 7\ nrnv 

BLASTX 




g4 ^UuDjU 


BLAST score 


iyi 


E value 


4 . Ue-lo 


Match length 


4 D 


t> luemziry 


0,3 






Seg. No. 


208229 


Seg. ID 


LIB3120-039-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


289 


E value 


5.0e-33 


Match length 


93 


% identity 


82 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi 2 



- garden pea >gi 
sativum] 



_525332 (U12589) alpha-tubulin [Pisum 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seg. No. 
Seg. ID 
Method 
NCBI GI 



208230 

LIB3120-039-P1-K1-C1 

BLASTX 

g585452 

200 

6.0e-16 

82 

49 

MALATE OXIDOREDUCTASE (NAD) , MITOCHONDRIAL 59 KD ISOFORM 
PRECURSOR (MALIC ENZYME) (ME) (NAD- DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_1076666_pir A53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 59K chain precursor, 
mitochondrial - potato >gi_4 38131_emb_CAA80547_ (Z23002) 
precursor of the 59kDa subunit of the mitochondrial 
NAD+-dependent malic enzyme [Solanum tuberosum] 

208231 * 

LIB3120-039-P1-K1-C3 

BLASTX 

g!084358 

300 

2.0e-27 

92 

63 

ATP synthase - soybean 
208232 

LIB3120-039-P1-K1-C6 

BLASTX 

gl839022 



28674 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215 

8.0e-18 

48 
77 

(Y11121) amino acid carrier [Ricinus communis] 
208233 

LIB3120-039-P1-K1-D2 

BLASTX 

g2851455 

281 

3.0e-25 

61 

90 

DYNAMIN-LIKE PROTEIN >gi_2267213 (L36939) dynamin-like GTP 
binding protein [Arabidopsis thaliana] 

208234 

LIB3120-039-P1-K1-D3 

BLASTX 

gl352821 

478 

4.0e-48 

97 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


208235 


Seq. ID 


LIB3120-039-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


270 


E value 


7.0e-24 


Match length 


78 


% identity 


73 


NCBI Description 


(AF126870) rubisco act 


Seq. No. 


208236 


Seq. ID 


LIB3120-039-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


254 


E value 


4.0e-22 


Match length 


71 


% identity 


73 


NCBI Description 


RIBULOSE BISPHOSPHATE 



Seq. No. 
Seq. ID 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208237 

LIB3120-039-P1-K1-E2 



28675 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl21353 

376 

4.0e-43 

99 

84 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR (ISOZYME DELTA) 

( GLUTAMATE -AMMONIA LIGASE) >gi_68596 _j>ir AJFBQD 

glutamate — ammonia ligase (EC 6.3.1.2) delta precursor, 
chloroplast - kidney bean >gi_21005_emb_CAA31234__ (X12738) 
GS precursor protein [Phaseolus vulgaris] 



Seq. No. 




beg. ±u 


Llboizu— U^y-P l-i\l— 11,4 


Method 


BLASTX 


NCBI GI 


g2809247 


BLAST score 


173 


E value 


2.0e-12 


Match length 


88 


% identity 


5 


NCBI Description 


(AC002560) F21B7.16 [Arabidopsis thaliana] 


Seq. No. 


208239 


Seq. ID 


LIB3120-039-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gll69586 


BLAST score 


235 


E value 


3.0e-20 


Match length 


53 


% identity 


81 


NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



{ D- FRUCTOSE- 1 , 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

(CY-F1) >gi_542079_pir S41287 f ructose-bisphosphatase (EC 

3.1.3.11) - potato >gi_440591_emb_CAA54265_ (X76946) 
fructose-1, 6-bisphosphatase [Solanum tuberosum] 

208240 ' 

LIB3120-039-P1-K1-F1 

BLASTX 

gll69586 

296 

1.0e-30 

79 
84 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
(D- FRUCTOSE-1, 6-BISPHOSPHATE 

(CY-F1) >gi_54207 9__pir S41287 f ructose-bisphosphatase 

3.1.3.11) - potato >gi_440591_emb_CAA54265_ (X76946) 
fructose-1, 6-bisphosphatase [Solanum tuberosum] 

208241 

LIB3120-039-P1-K1-F6 
BLASTX 
gl771778 
160 

5.0e-18 
66 



CYTOSOLIC 

1 - PHOS PHOHYDROLASE ) 



(FBPASE) 
(EC 



28676 



% identity 

NCBI Description 



76 

(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 



Seq. No. 


208242 


Corr TPl 
QCq. ±U 


iilDJ l^U UJ? C± i\X CO 


Method 




iNL-bX bl 


gZZ / DZLy 


DixRoi score 




E value 




Match length 


bo 






in^dx uescrxpuxon 


^Houui jj / j unknown piOLcin LrixaJjxu.opbXo Liia.xxa.iia. 


Seq. No. 


208243 


oeq. ±u 


LIdjI^U U j y rl j\l bo 


Method 


"DT 2i QTM 
DXjAO 1JN 


Ntol bx 


_-i q n c; q 

gxouoo 


DiiAo i score 




E value 


z . Ue- Jo 


Match length 


QQ 


Q. J 4- ^ 4-.. 

% x Genuity 


yo 


jn^dx L/escnpLion 


LlUlUb lllllOn CXoUXOIl XOr ZOO XXDUoUllLaX ISlNrl 


Seq. No. 


208244 


Seq. ID 


LIB3120-039-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g505482 


BLAST score 


400 


E value 


4.0e-39 


Match length 


108 


% identity 


78 


NCBI Description 


(X6434 9) 33 kDa polypeptide of water-oxidizing 



complex of 



photosystem II [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208245 

LIB3120-039-P1-K1-H2 

BLASTX 

g3868758 

168 

2.0e-12 

48 

67 

(D89802) elongation factor IB gamma [Oryza sativa] 
208246 

LIB3120-039-P1-K1-H3 

BLASTX 

gl781348 

478 

2.0e-48 

100 
92 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 



208247 



28677 



Seq. ID LIB3120-039-P1-K1-H4 

Method BLASTX 

NCBI GI g547911 

BLAST score 17 6 

E value 1.0e-12 

Match length 123 

% identity 34 

NCBI Description M025 PROTEIN >gi_2143483_pir 157997 hypothetical 

calcium-binding protein - mouse >gi_262934_bbs_121784 
(S51858) putative Ca2+ binding protein [mice, embryos, 
Peptide, 341 aa] [Mus sp.] 

Seq. No. 208248 

Seq. ID LIB3120-039-P1-K1-H5 

Method BLASTX 

NCBI GI g4567268 

BLAST score 397 

E value 5.0e-39 

Match length 87 

% identity 92 

NCBI Description (AC006841) putative fructose biphosphate aldolase 
[Arabidopsis thaliana] 

Seq. No. 208249 

Seq. ID LIB3120-039-P1-K1-H8 

Method BLASTN 

NCBI GI g2687432 

BLAST score 60 

E value 1.0e-25 

Match length 104 

% identity 90 

NCBI Description Plumbago auriculata large subunit 26S ribosomal RNA gene, 
partial sequence 

Seq. No. 208250 

Seq. ID LIB3120-043-P1-K1-A1 

Method BLASTN 

NCBI GI g450504 

BLAST score 46 

E value 4.0e-17 

Match length 14 9 

% identity 82 

NCBI Description G.hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 

Seq. No. 208251 

Seq. ID LIB3120-043-P1-K1-A10 

Method BLASTX 

NCBI GI g2 662343 

BLAST score 540 

E value 1.0e-55 

Match length 106 

% identity 95 

NCBI Description (D63581) EF-1 alpha [Oryza sativa] 

Seq. No. 208252 

Seq. ID LIB3120-043-P1-K1-A12 



28678 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2832628 

238 

4.0e-20 

95 

54 

(AL021711) 



putative protein [Arabidopsis thalianaj 



208253 

LIB3120-043-P1-K1-A2 

BLASTN 

gl8058 

224 

1.0e-123 

263 

97 

Citrus limon cistron for 26S ribosomal RNA 
208254 

LIB3120-043-P1-K1-A3 

BLASTX 

gl352821 

227 

3.0e-19 

43 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208255 

LIB3120-043-P1-K1-A5 

BLASTX 

g2129698 

169 

2.0e-12 

46 
67 

protein kinase ATN1 (EC 2.7.1.-) - 
>gi_1054633__emb_CAA63387_ (X92728) 
[Arabidopsis thaliana] 



Arabidopsis thaliana 
protein kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



208256 

LIB3120-043-P1-K1-A9 

BLASTN 

g3241926 

38 

5.0e-12 

82 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSG15, complete sequence [Arabidopsis thaliana] 

208257 

LIB3120-043-P1-K1-B1 



PI clone: 



28679 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3089318 

75 

3.0e-34 

173 

93 

Rhododendron camts chat i cum chloroplast matK gene for 
ribosomal maturase, complete cds 

208258 

LIB3120-043-P1-K1-B11 

BLASTX 

g629541 

290 

2.0e-26 

78 
76 

plasma membrane intrinsic protein lc - Arabidopsis thaliana 
>gi_472875_emb_CAA5347 6_ (X75882) plasma membrane intrinsic 
protein lc [Arabidopsis thaliana] 

208259 

LIB3120-043-P1-K1-B12 

BLASTX 

gl458245 

149 

1.0e-09 

109 

29 

(U64834) coded for by C. elegans cDNA cml7al; coded for by 
C. elegans cDNA cm7gl; coded for by C. elegans cDNA 
CEMSE26F; similar to methyltransf erases [Caenorhabditis 
elegans] 

208260 

LIB3120-043-P1-K1-B3 

BLASTX 

g2131751 

208 

1.0e-16 

69 

57 

hypothetical protein YLR019w - yeast (Saccharomyces 
cerevisiae) >gi_1360322_emb_CAA97541_ (Z73191) ORF YLR019w 
[Saccharomyces cerevisiae] 

208261 

LIB3120-043-P1-K1-B7 

BLASTN 

g450504 

33 

2.0e-09 

69 

87 

G.hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 



28680 



; ,Seq. No. 
: *Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208262 

LIB3120-043-P1-K1-B8 

BLASTX 

g445613 

200 

7.0e-16 

67 

63 

ribosomal protein L7 



[Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



208263 

LIB3120-043-P1-K1-C12 

BLASTX 

g231688 

554 

3.0e-57 

105 

100 

CAT ALAS E ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

208264 

LIB3120-043-P1-K1-C2 

BLASTX 

g4417203 

286 

4.0e-26 

58 

93 

(AB006386) maturase [Tilia kiusiana] 
208265 

LIB3120-043-P1-K1-C3 

BLASTX 

g2696804 

345 

6.0e-33 

81 

81 

(AB009665) water channel protein [Oryza sativa] 
208266 

LIB3120-043-P1-K1-C4 

BLASTX 

g289920 

174 

4.0e-13 

37 

95 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

208267 

LIB3120-043-P1-K1-C6 

BLASTN 

g4210572 



28681 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

7.0e-22 

78 
92 

Tilia kiusiana chloroplast matK gene for maturase, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208268 

LIB3120-043-P1-K1-C8 

BLASTX 

g4314396 

197 

2.0e-15 

74 
51 

(AC006232) 
thaliana] 



putative flavonol sulf ©transferase [Arabidopsis 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



208269 

LIB3120-043-P1-K1-C9 

BLASTX 

g445116 

254 

6.0e-22 

88 

56 

light-harvesting complex Ila protein; 



[Hordeum vulgare] 



208270 

LIB3120-043-P1-K1-D1 

BLASTX 

gl31397 

161 

1.0e-ll 

56 

61 

OXYGEN- EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

208271 

LIB3120-043-P1-K1-D12 

BLASTX 

g2795809 

566 

1.0e-58 

116 
89 

(AC003674) putative expansin [Arabidopsis thaliana] 
208272 

LIB3120-043-P1-K1-D5 



28682 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl352821 

271 

4.0e-24 

59 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI t GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208273 

LIB3120-043-P1-K1-D6 

BLASTX 

g289920 

358 

1.0e-34 

69 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208274 

LIB3120-043-P1-K1-D7 

BLASTX 

g3913651 

141 

5.0e-09 

42 

71 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208275 

LIB3120-043-P1-K1-D9 

BLASTX 

g289920 

538 

3.0e-55 

104 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208276 

LIB3120-043-P1-K1-E10 

BLASTX 

g285286 

350 

3.0e-33 

116 

55 

f lavonol 4 1 -sulf otransf erase 



- Flaveria chloraefolia 



Seq. No. 



208277 



28683 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3120-043-P1-K1-E11 

BLASTX 

gl354515 

152 

3.0e-10 

93 
44 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

208278 

LIB3120-043-P1-K1-E12 

BLASTX 

g285286 

282 

2.0e-25 

80 

57 

flavonol 4'-sulfotransferase - Flaveria chloraefolia 



208279 

LIB3120-043-P1-K1-E3 

BLASTX 

g2149021 

265 

9.0e-24 

54 
94 

(U72290) ADPG pyrophosphorylase large subunit [Arabidopsif 
thaliana] 

208280 

LIB3120-043-P1-K1-E4 

BLASTX 

g4008159 

265 

9.0e-24 

53 

92 

(AB015601) DnaJ homolog [Salix gilgiana] 
208281 

LIB3120-043-P1-K1-E8 

BLASTX 

g4490293 

203 

2.0e-16 

46 
76 

(AL035678) WD-repeat protein-like protein [Arabidopsis 
thaliana] 

208282 

LIB3120-043-P1-K1-E9 

BLASTX 

g631978 

355 



28684 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.Ge-34 

108 
62 

cytochrome P-450 oxidase - Mentha piperita 

>gi_4 93475_emb_CAA83941_ (Z33875) cytochrome P-450 oxidase 

[Mentha x piperita] 

208283 

LIB3120-043-P1-K1-F3 

BLASTX 

gl708422 

148 

5.0e-10 

52 
62 

ISOFLAVONE REDUCTASE HOMOLOG >gi_1030068_emb_CAA63056_ 
(X92075) NAD(P)H oxidoreductase, isoflavone reductase 
homologue [Solanum tuberosum] 

208284 

LIB3120-043-P1-K1-F6 

BLASTX 

gll70714 

323 

2.0e-30 

74 

84 

SHAGGY RELATED PROTEIN KINASE ASK- GAMMA 

>gi_541850_pir S41597 protein kinase ASK-gamma (EC 

2.7.1.-) - Arabidopsis thaliana >gi_456509_emb_CAA53180_ 
(X75431) ASK-gamma (Arabidopsis shaggy-related kinase) 
[Arabidopsis thaliana] >gi_2059329_emb_CAA73247_ (Y12710) 
shaggy-like kinase gamma [Arabidopsis thaliana] 



Seq. No. 


208285 


Seq. ID 


LIB3120-043-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3336903 


BLAST score 


348 


E value 


4.0e-33 


Match length 


91 


% identity 


76 


NCBI Description 


(Y10809) bZIP DNA-binding protein [ 


Seq. No. 


208286 


Seq. ID 


LIB3120-043-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4406768 


BLAST score 


334 


E value 


2.0e-31 


Match length 


120 


% identity 


51 


NCBI Description 


(AC006836) putative flavonol sulfot 




thaliana] 


Seq. No. 


208287 


Seq. ID 


LIB3120-043-P1-K1-G11 



28685 



CI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g231610 

237 

6.0e-20 

104 
53 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

208288 

LIB3120-043-P1-K1-G12 

BLASTX 

g4454014 

150 

8.0e-10 

74 
42 

(AL035396) putative protein [Arabidopsis thaliana] 
208289 

LIB3120-043-P1-K1-G3 

BLASTX 

g3560529 

181 

7.0e-14 

43 

84 

(AF039598) light harvesting chlorophyll A/B binding protein 
[Prunus persica] 

208290 

LIB3120-043-P1-K1-G4 

BLASTX 

gl31167 

198 

1.0e-15 

87 

48 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
( PHOTOS YSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_100292_pir S18348 photosystem I chain II precursor - 

wood tobacco >gi_19748_emb_CAA42623_ (X60008) PSI-D2 
[Nicotiana sylvestris] 

208291 

LIB3120-043-P1-K1-G5 

BLASTX 

gl652892 

246 

4.0e-21 

89 

26 

(D90909) ABC transporter [Synechocystis sp,] 



28686 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208292 

LIB3120-043-P1-K1-G7 

BLASTX 

g231610 

225 

1.0e-18 

92 

57 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emfo_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 


208293 


Seq. ID 


LIB3120-043-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4530585 


BLAST score 


350 


E value 


3. Oe-33 


Match length 


84 


% identity 


74 


NCBI Description 


(AF130978) B12D protein [Ipomoea batatas] 


Seq. No. 


208294 


Seq. ID 


LIB3120-043-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g!353352 


BLAST score 


342 


E value 


3. Oe-32 


Match length 


118 


% identity 


57 


NCBI Description 


(U31975) alanine aminotransferase [Chlamydomonas 




reinhardtii] 


Seq. No. 


208295 


Seq. ID 


LIB3120-043-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4544402 


BLAST score 


238 


E value 


2.0e-20 


Match length 


77 


% identity 


12 


NCBI Description 


(AC007047) putative leucine rich repeat protein 




[Arabidopsis thaliana] 


Seq. No. 


208296 


Seq. ID 


LIB3120-043-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g479406 


BLAST score 


573 


E value 


2.0e-59 


Match length 


112 


% identity 


95 



NCBI Description 



chlorophyll a/b-binding protein - garden pea 
>gi_20671_emb_CAA49149_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 



28687 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208297 

LIB3120-043-P1-K1-H2 

BLASTX 

gll73638 

208 

5.0e-17 

59 
64 

(U35779) 1-aminocyclopropane-l-carboxylate synthase 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208298 

LIB3120-043-P1-K1-H7 

BLASTX 

g3319882 

276 

7.0e-25 

67 

81 

(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208299 

LIB3120-043-P1-K1-H8 

BLASTN 

g3821780 

36 

5.0e-ll 

41 

63 

Xenopus laevis cDNA clone 27A6-1 
208300 

LIB3120-044-P1-K1-A1 

BLASTX 

g68200 

158 

3.0e-ll 

50 
70 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293__ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

208301 

LIB3120-044-P1-K1-A11 

BLASTX 

gl345698 

217 

4.0e-18 

57 

77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 



28688 



II 



protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208302 

LIB3120-044-P1-K1-A12 

BLASTX 

g3914605 

100 

5.0e-10 

43 

74 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852__emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208303 

LIB3120-044-P1-K1-A2 

BLASTX 

gl084372 

309 

6.0e-29 

65 

95 

glyceraldehyde-3-phosphate dehydrogenase 
1.2.1.9) - garden pea 



(NADP+) (EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208304 

LIB3120-044-P1-K1-A4 

BLASTX 

g3885344 

163 

3.0e-ll 

92 

34 

(AC005623) unknown protein [Arabidopsis thaliana] 
>gi_4557057_gb_AAD22497.1_AC007154_l (AC007154) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208305 

LIB3120-044-P1-K1-A5 

BLASTN 

g289919 

55 

2.0e-22 

83 

92 

Gossypium hirsutum chloroplast photosystem II chlorophyll 
A/B-binding protein gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



208306 

LIB3120-044-P1-K1-A9 

BLASTX 

g2970641 

387 

6.0e-38 



28689 



Match length 

% identity 

NCBI Description 



76 
92 

(AF052194) xyloglucan endotransglycosylase precursor 
[Actinidia deliciosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208307 

LIB3120-044-P1-K1-B12 

BLASTX 

g445116 

605 

4.0e-63 

124 

91 

light-harvesting complex I la protein; 



[Hordeum vulgare] 



208308 

LIB3120-044-P1-K1-B4 

BLASTX 

g3445210 

184 

5.0e-14 

74 

45 

(AC004786) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

208309 

LIB3120-044-P1-K1-B5 

BLASTX 

g4309737 

173 

6.0e-13 

40 

85 

(AC006439) hypothetical protein [Arabidopsis thaliana] 
208310 

LIB3120-044-P1-K1-B8 

BLASTX 

gll30682 

310 

5.0e-29 

66 

91 

(Z46959) acetohydroxyacid synthase [Gossypium hirsutum] 
208311 

LIB3120-044-P1-K1-C1 

BLASTN 

g289919 

120 

3.0e-61 

156 

94 

Gossypium hirsutum chloroplast photosystem II chlorophyll 
A/B-binding protein gene, complete cds 



28690 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208312 

LIB3120-044-P1-K1-C2 

BLASTX 

g99485 

359 

3.0e-34 

80 

82 

chlorophyll a/b-binding protein (clone pINEab 21) - Scotch 
pine >gi_20788_emb__CAA41404_ (X58514) Type 1 chlorophyll a 
/b-binding protein [Pinus sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208313 

LIB3120-044-P1-K1-C3 

BLASTX 

g266579 

205 

1.0e-16 

49 

69 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 
metallothionein [Ricinus communis] 



>gi_169713 (L02306) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208314 

LIB3120-044-P1-K1-C4 

BLASTX 

g625547 

397 

9.0e-39 

110 

73 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_4 93723__emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 


208315 


Seq. ID 


LIB3120-044-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


gl!957 


BLAST score 


33 


E value 


3.0e-09 


Match length 


69 


% identity 


87 


NCBI Description 


Rice complete chloroplast 


Seq. No. 


208316 


Seq. ID 


LIB3120-044-P1-K1-D11 


Method 


BLASTN 


NCBI GI 


g450504 


BLAST score 


110 


E value 


4.0e-55 


Match length 


234 


% identity 


87 


NCBI Description 


G.hirsutum rbcS gene for 



carboxylase, small subunit 



28691 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208317 

LIB3120-044-P1-K1-D4 

BLASTX 

gll70028 

357 

3.0e-34 

76 

84 

GLUTAMATE- 1- SEMI ALDEHYDE 2, 1-AMINOMUTASE 1 PRECURSOR (GSA 
1) (GLUTAMATE-1 -SEMI ALDEHYDE AMINOTRANSFERASE 1) ( GSA- AT 1) 
>gi_454357 (U03773) 

glutamate-l-semialdehyde-2, 1-aminomutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208318 

LIB3120-044-P1-K1-D9 

BLASTX 

gll5834 

264 

1.0e-23 

54 
91 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10B PRECURSOR 

(CAB-10B) (LHCP) >gi_100202_pir S11878 chlorophyll 

a/b-binding protein CablOB - tomato >gi_170400 (M32606) 
chlorophyll b-binding protein [Lycopersicon esculentum] 



Seq. No. 


208319 


Seq. ID 


LIB3120-044-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3169719 


BLAST score 


139 


E value 


8.0e-09 


Match length 


43 


% identity 


60 


NCBI Description 


(AF007109) similar to yeast 


Seq. No. 


208320 


Seq. ID 


LIB3120-044-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl769905 


BLAST score 


172 


E value 


1.0e-12 


Match length 


81 


% identity 


56 


NCBI Description 


(X98108) 23 kDa polypeptide 




[Arabidopsis thaliana] 


Seq. No. 


208321 


Seq. ID 


LIB3120-044-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


32 


E value 


9.0e-09 


Match length 


43 


% identity 


63 


NCBI Description 


Xenopus laevis cDNA clone 2 



(OEC) 



28692 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208322 

LIB3120-044-P1-K1-E8 

BLASTX 

gll70567 

238 

1.0e-20 

52 

83 

MYO-INOS I TOL-1 -PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi__602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 

208323 

LIB3120-044-P1-K1-F12 

BLASTX 

g3738261 

441 

5.0e-44 

99 

91 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 

208324 

LIB3120-044-P1-K1-F2 

BLASTX 

gl352821 

267 

5.0e-24 

48 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208325 

LIB3120-044-P1-K1-G10 

BLASTX 

gl928981 

304 

3.0e-28 

65 

92 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



208326 

LIB3120-044-P1-K1-G12 

BLASTX 

g487006 

571 

4.0e-59 

116 

92 



28693 



NCBI Description protoporphyrin IX magnesium chelatase - garden snapdragon 
>gi_312129_emb_CAA51664"_ (X73144) protoporphyrin IX:Mg 
Chelatase [Antirrhinum ma jus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
: BLAST score 
E value 
Match length 
% identity 
NCBI Description 



208327 

LIB3120-044-P1-K1-G2 

BLASTX 

g3128195 

178 

2.0e-18 

55 
88 

(AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 
phosphoribosyl pyrophosphate synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208328 

LIB3120-044-P1-K1-G4 

BLASTX 

gl352821 

274 

2.0e-24 

78 

74 

RIBULOSE 
(RUBISCO 



BISPHOSPHATE CARBOXYLASE SMALL 
SMALL SUBUNIT) >gi__27 9581_pir__ 
ribulose-bisphosphate carboxylase (EC 4 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



Seq. No. 
Seq. ID 



208329 

LIB3120-044-P1-K1-G5 

BLASTN 

g450504 

39 

3.0e-13 

87 

86 

G. hirsutum rbcS gene for ribulose-l f 5-bisphosphate 
carboxylase, small subunit 

208330 

LIB3120-044-P1-K1-G6 

BLASTX 

g3128195 

290 

5.0e-26 

65 

86 

(AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 
phosphoribosyl pyrophosphate synthetase [Arabidopsis 
thaliana] 

208331 

LIB3120-044-P1-K1-H11 



28694 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl352821 

397 

9.0e-39 

80 
93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208332 

LIB3120-044-P1-K1-H12 

BLASTX 

g3643090 

410 

3.0e~40 

108 

70 

(AF075582) protein phosphatase-2C; 
crystallinum] 



P P2 C [ Me s embr yant hemum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208333 

LIB3120-044-P1-K1-H2 

BLASTN 

g450504 

144 

2.0e-75 

176 

95 

G. hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208334 

LIB3120-045-P1-K1-A5 . 

BLASTN 

g450504 

67 

1.0e-29 

162 
84 

G. hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208335 

LIB3120-045-P1-K1-A6 

BLASTX 

g3348077 

238 

1.0e-22 

74 

74 

(AF078080) isochorismate synthase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



208336 

LIB3120-045-P1-K1-B3 



28695 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g289920 

566 

1.0e-58 

111 

96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

208337 

LIB3120-045-P1-K1-B8 

BLASTX 

g2384956 

155 

3.0e-10 
119 
34 

(AF022985) 
elegans] 



No definition line found [Caenorhabditis 



208338 

LIB3120-045-P1-K1-B9 

BLASTX 

g2440044 

166 

6.0e-12 

45 

69 

(AJ001293) major intrinsic protein PIPB [Craterostigma 
plantagineum] 

208339 

LIB3120-045-P1-K1-C11 

BLASTX 

g289920 

595 

6.0e-62 

114 

96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

208340 

LIB3120-045-P1-K1-C6 

BLASTX 

g286001 

155 

2.0e-10 

75 

41 

(D13630) KIAA0005 [Homo sapiens] 
208341 

LIB3120-045-P1-K1-D5 

BLASTN 

g4519191 

52 



28696 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-20 

96 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9P8, complete sequence 

208342 

LIB3120-045-P1-K1-E3 

BLASTX 

g2970654 

181 

6.0e-14 

63 
65 

(AF052058) ferritin subunit cowpea2 precursor [Vigna 
unguiculata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208343 

LIB3120-045-P1-K1-E8 

BLASTN 

g20490 

32 

1.0e-08 

40 
95 

Petunia rbcS gene (ssu8) for ribulose 1, 5-bisphosphate 
carboxylase small subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208344 

LIB3120-045-P1-K1-H4 

BLASTN 

g929812 

39 

8.0e-13 

91 

86 

P. nigra mRNA for plastocyanin a 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208345 

LIB3120-045-P1-K1-H5 

BLASTX 

gl064883 

210 

5.0e-17 

58 

43 

(X92976) ZAP1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



208346 

LIB3120-045-P1-K1-H7 

BLASTX 

g541950 

138 

7.0e-09 

40 

72 

SPCP1 protein - soybean >gi_310576 (L12257) nodulin-26 



28697 



[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208347 

LIB3120-046-P1-K1-A11 

BLASTX 

gl345698 

397 

5.0e-39 

81 

91 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208348 

LIB3120-046-P1-K1-A12 

BLASTX 

gl345698 

146 

8.0e-10 

61 

57 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208349 

LIB3120-046-P1-K1-A4 

BLASTN 

gl66915 

43 

3.0e-15 

79 

89 

Arabidopsis thaliana alpha-4 
cds 



tubulin (TUA4) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



208350 

LIB3120-046-P1-K1-A7 

BLASTX 

g3913640 

158 

4.0e»ll 

40 

78 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 
(D-FRUCTOSE-1, 6 -BIS PHOSPHATE 1-PHOSPHOHYDROLASE) 
>gi_3041775_dbj_BAA25422_ (AB007193) 
fructose-1, 6-bisphosphatase [Oryza sativa] 

208351 

LIB3120-046-P1-K1-B12 
BLASTN 



(FBPASE) 



28698 



II 



NCBI GI 


g3108261 


BLAST score 


79 


Cj vai Uc 


1 • JO 


i. id <_ 1 icily L-li 


1 ft*} 


^ luentiLy 


o o 


WORT PlPQprT nf t nn 


Ljossypiuni DarDduense cione pAruoo repeuicive ulna sequence 


beCJ. iNO. 




qorr IT) 


T TR^I 90 — 04 £— Pi — K*l — R9 


Mpt*hnH 

I MC L. IXkJk^l 


RTACrny 
XjXjraO J. 




rrl 1 Q9 


BLAST score 


161 




1 Op-11 

X • \J C XX 


Matoh Ipnrrhh 

J- J.(-i 1— ^ J. 1 -J- ^ J.1 Uil 


41 


% identity 


83 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I 21 




irKi^ouKoUK ^Uiit5— zi) - ^iiiiur) >qi /z/4Z pir CDNizi cnloropny 




a/b™binding protein precursor (cab - 21) - corturion tobacco 




>qi_iyoz j_emio__LAAot>yo / (Xoz/4o) Caozl protein precursor 




r "NT -i t~ , f\-\--t ana t*aKarinml 
L iNltU L-Xcilla taXJaCUIllJ 


oeq . iNO . 


Of! Q "5 c: o 


Qorr TP) 


JjID JXt,U UIO JTX 111 D j 


Mot" H oH 


DXiriO X A. 


m k^lj j. vjx 


rr^9R9ft c 14 


BLAST score 


325 


E value 


2.0e-30 


ixiaxcn iengr.n 


1 U 


% identity 


yu 


lnlbi Description 


(AF020424) glutamate decarboxylase isozyme 2 [Nicotiana 




tabacum] 


oeq, wo. 


zUooo4 


Qorr T H 
Octjf ±U 


lilxoolZU U4 D rl A.1 d / 


Lit? L.11UU 


XjXxrikj X A. 


NCBI GI 


g2462756 


BLAST score 


163 


J-j VdlLlc 


o • ue iz 


Ma +■ f*iV\ 1 oT"»/T"f~'h 
L v Jdul_*Xl IcIlCJUll 


A 9 


^ ictem-ity 


/ D 


IN^oX ucscripLion 


(AC002292) putative receptor kinase [Arabidopsis thaliana. 


oeq. ino. 


OAQOCC 

ZUo JOO 


O • X u 


T TR^I 1C\ — C\A ^_D1 _T^1 r*1 
LIdjIZU D rl rvl L/l 


Mot* n 


JDXjriO 1 A 




rr9ft QQ90 


BLAST score 


321 


E value 


4.0e-30 


LYiaucn lengun 


/ o 


% identity 


Q Q 
OO 


iMursi uescriprion 


(L07119) chlorophyll A/B binding protein [Gossypium 




Xlxx o UCUItlJ 


Seq. No. 


208356 


Seq. ID 


LIB3120-046-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g21839 



28699 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



464 

8.0e-47 

91 
93 

(X57952) phosphoribulokinase [Triticum aestivum] 



208357 

LIB3120-046-P1-K1-C3 

BLASTX 

gl076678 

221 

3.0e-21 

58 

89 

ubiquitin / ribosomal protein S27a 



- potato (fragment) 



208358 

LIB3120-046-P1-K1-C4 

BLASTN 

g2258103 

44 

1.0e-15 

48 

98 

Arabidopsis thaliana chloroplast genes for trnC and rpoB, 
partial cds 

208359 

LIB3120-04 6-P1-K1-C9 

BLASTX 

g4263710 

281 

7.0e-26 

76 

53 

(AC006223) putative pur-alpha transcriptional activator 
protein [Arabidopsis thaliana] 

208360 

LIB3120-046-P1-K1-D1 

BLASTN 

g2924651 

43 

3.0e-15 

83 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A18, complete sequence [Arabidopsis thaliana] 

208361 

LIB3120-046-P1-K1-D12 

BLASTX 

g66179 

359 

2.0e-34 

96 

71 



28700 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NADH dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 4 - 

common tobacco chloroplast >gi_225255_prf 1211235CP NADH 

dehydrogenase 4-like ORF 509B [Nicotiana tabacum] 

208362 

LIB3120-046-P1-K1-D4 

BLASTX 

gl352821 

362 

5.0e-43 

89 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208363 

LIB3120-046-P1-K1-D5 

BLASTX 

gl352821 

335 

1.0e-31 

67 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581jpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208364 

LIB3120-046-P1-K1-D6 

BLASTX 

g2191152 

355 

4.0e-34 

81 

81 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208365 

LIB3120-046-P1-K1-E1 

BLASTX 

g4218120 

150 

3.0e-10 

44 

64 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



208366 

LIB3120-046-P1-K1-E10 
BLASTX 



28701 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455192 
230 

2.0e-19 

72 

61 

(AL035440) putative protein [Arabidopsis thaliana] 



208367 

LIB3120-046-P1-K1-E4 

BLASTX 

g4091806 

162 

1.0e-ll 

46 

72 

(AF052585) CONSTANS-like protein 2 



[Malus domes tica] 



208368 

LIB3120-046-P1-K1-E6 

BLASTX 

g282833 

179 

1.0e-13 

42 

88 

phosphoglycerate kinase 



(EC 2.7.2.3) 



spinach (fragment) 



208369 

LIB3120-046-P1-K1-E8 

BLASTX 

g289920 

269 

3.0e-24 

53 

96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



208370 

LIB3120-04 6-P1-K1-F11 

BLASTX 

g2494280 

250 

5.0e-22 

76 

62 

ELONGATION FACTOR TS (EF-TS) >gi_1653231_dbj_BAA1814 6_ 
(D90912) elongation factor TS [Synechocystis sp.] 

208371 

LIB3120-046-P1-K1-F12 

BLASTX 

g3738261 

124 

1.0e-10 

84 

54 



28702 



NCBI Description 



# 



(AB018412) 
nigra] 



chloroplast phosphaglycerate kinase^ [Populus 



Seq. No. 


208372 


Seq. ID 


LIB3120-04 6-P1-K1-F2 


Method 


DT 7\C TV 


NCBI GI 


g40yioU4 


BLAST score 


208 


E value 


4 . ue-i / 


Match length 


0/ 


% identity 


72 


NCBI Description 


/TVTTTlCOCO/l \ r**/'^\7C l T l 7\'NTO_ 1 -5 

(ArUozoo4J OUINblfilNo-1.1 


Seq. No. 


208373 


Seq. ID 


LIB3120-04 6-P1-K1-F4 


Method 


BLAb Ta 


NCBI GI 


g2245066 


BLAST score 


311 


E value 


/ * ue-zy 


Match length 


83 


% identity 


65 


NCBI Description 


(Zy/o4z) Beta-Amy-Lase 


Seq. No. 


o n Q Q T yl 


Seq. ID 


LIB3120-04 6-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


303 


E value 


6.0e-28 


Match length 


65 


% identity 


89 


NCBI Description 


RIBULOSE BISPHOSPHATE 



like protein 1 [Malus domestica] 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


208375 


Seq. ID 


LIB3120-046-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


141 


E value 


3.0e-09 


Match length 


48 


% identity 


62 


NCBI Description 


(X15190) precursor (AA - 


Seq. No. 


208376 


Seq. ID 


LIB3120-046-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl345698 


BLAST score 


333 


E value 


2.0e-31 


Match length 


72 


% identity 


89 


NCBI Description 


CHLOROPHYLL A-B BINDING 



[Pisum sativum] 



TEIN OF LHCII TYPE II PRECURSOR 
(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 



28703 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

208377 

LIB3120-046-P1-K1-F9 

BLASTX 

gl352821 

251 

6.0e-22 

50 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


208378 


Seq. ID 


LIB3120-046-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


344 


E value 


7.0e-33 


Match length 


68 


% identity 


94 


NCBI Description 


(L07119) chlorophyll A/B binding prot 




hirsutum] 


Seq. No. 


208379 


Seq. ID 


LIB3120-046-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3608179 


BLAST score 


361 


E value 


1.0e-34 


Match length 


94 


% identity 


72 


NCBI Description 


(AB008188) cyclin D [Pisum sativum] 


Seq. No. 


208380 


Seq. ID 


LIB3120-046-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g625547 


BLAST score 


350 


E value 


3.0e-33 


Match length 


99 


% identity 


71 


NCBI Description 


chlorophyll a/b-binding protein type 



[Gossypium 



I - common tobacco 
>gi_493723_emb_CAA45523__ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



208381 

LIB3120-046-P1-K1-G12 

BLASTX 

g2318137 

333 



28704 



E value 
Match length 
% identity 
NCBI Description 



1.0e-31 

74 

89 

(AF014052) Mg protoporphyrin IX chelatase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208382 

LIB3120-04 6-P1-K1-G2 

BLASTX 

gl31397 

184 

3.0e-14 

56 
70 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN -EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

208383 

LIB3120-04 6-P1-K1-G5 

BLASTX 

gl352821 

391 

3.0e-38 

79 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


208384 


Seq. ID 


LIB3120-046 


Method 


BLASTX 


NCBI GI 


g3080439 


BLAST score 


176 


E value 


3.0e-13 


Match length 


69 


% identity 


58 


NCBI Description 


(AL022605) ] 


Seq. No. 


208385 


Seq. ID 


LIB3120-046 


Method 


BLASTN 


NCBI GI 


g450504 


BLAST score 


144 


E value 


1.0e-75 


Match length 


148 


% identity 


99 


NCBI Description 


G. hirsutum 



putative protein [Arabidopsis thaliana] 



-K1-G7 



carboxylase, small subunit 



28705 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208386 

LIB3120-046-P1-K1-G8 

BLASTN 

g289919 

113 

3.0e-57 

117 

99 

Gossypium hirsutum chloroplast photosystem II chlorophyll 
A/B-binding protein gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208387 

LIB3120-046-P1-K1-G9 

BLASTX 

g231610 

315 

3.0e-29 

109 

61 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+- transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 


208388 


Seq. ID 


LIB3120-046-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl929027 


BLAST score 


189 


E value 


7.0e-15 


Match length 


39 


% identity 


95 


NCBI Description 


(Y11038) BV-70/5 [Beta vulgari 


Seq. No. 


208389 


Seq. ID 


LIB3120-046-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3643090 


BLAST score 


486 


E value 


4.0e-49 


Match length 


128 


% identity 


70 


NCBI Description 


(AF075582) protein phosphatase 




crystallinum] 



PP2C [Mesembryanthemum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208390 

LIB3120-046-P1-K1-H3 

BLASTX 

g2499710 

185 

2.0e-14 

43 

79 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
{PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 



28706 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1438075 (L33686) phospholipase D [Ricinus communis] 
208391 

LIB3120-046-P1-K1-H7 

BLASTX 

g3868758 

203 

7.0e-16 

53 
70 

(D89802) elongation factor IB gamma [Oryza sativa] 
208392 

LIB3120-046-P1-K1-H9 

BLASTX 

g4218120 

150 

6.0e-10 

89 
46 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208393 

LIB3120-048-P1-K1-A2 

BLASTX 

gl208497 

236 

3.0e-20 

64 

56 

(D38125) EREBP-4 [Nicotiana tabacum] 



208394 

LIB3120-048-P1-K1-A3 

BLASTX 

g20729 

333 

2.0e-31 

99 

70 

(X15190) precursor (AA -68 to 337) 



[Pisum sativum] 



208395 

LIB3120-048-P1-K1-A8 

BLASTX 

gl352821 

204 

2.0e-16 

52 
73 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



28707 



Seq. No. 


208396 


Seq. ID 


LIBolzU-04o- 


Method 


BLASTX 


NCBI GI 


g!006835 


BLAST score 


311 


E value 


6. Oe-29 


Match length 


67 


% identity 


82 


NCBI Description 


(U3olll) rub 


Seq. No. 


208397 


Seq. ID 


LIB3120-048- 


Method 


tit t\ n mil "i 

BLASTN 


NCBI GI 


g2407801 


BLAST score 


51 


E value 


7 . 0e-20 


Match length 


179 


% identity 


83 


NCBI Description 


Arabidopsis 


Seq. No. 


208398 


Seq. ID 


LIB3120-048- 


Method 


TIT 7\ O fD\7 

BLASTX 


NCBI GI 


gl71o097 


BLAST score 


284 


E value 


2.0e-25 


Match length 


89 


% identity 


58 


NCBI Description 


VACUOLAR ATP 



(41 KD ACCESSORY PROTEIN) (DVA41) >gi_62 6048_pir A55016 

lysosomal membrane protein DVA41 - slime mold 

(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 
ATPase subunit DVA41 [Dictyostelium discoideum] 



Seq. No. 


208399 


Seq. ID 


LIB3120-048-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3253137 


BLAST score 


377 


E value 


1.0e-36 


Match length 


91 


% identity 


75 


NCBI Description 


(U24194) cyclin [Lupinus luteus] 


Seq. No. 


208400 


Seq. ID 


LIB3120-048-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


397 


E value 


7.0e-39 


Match length 


78 


% identity 


99 


NCBI Description 


RIBULOSE BIS PHOSPHATE CARBOXYLASE 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



28708 



# 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208401 

LIB3120-048-P1-K1-C7 

BLASTX 

gll71997 

146 

8.0e-10 

56 
55 

PHENYLALANINE AMMON I A- L YAS E >gi_633597_emb_CAA55075_ 
(X78269) phenylalanine ammonia- lyase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208402 

LIB3120-048-P1-K1-D7 

BLASTX 

gl21353 

240 

3.0e-28 

72 

89 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR (ISOZYME DELTA) 

(GLUTAMATE-AMMONIA LIGASE) >gi_68596_pir AJFBQD 

glutamate — ammonia ligase (EC 6.3.1.2) delta precursor, 
chloroplast - kidney bean >gi_21005_emb_CAA31234__ (X12738) 
GS precursor protein [Phaseolus vulgaris] 



Seq. No"".' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208403 

LIB3120-048-P1-K1-D8 

BLASTX 

g2499535 

205 

3.0e-16 

79 
59 

2-OXOGLUTARATE/MALATE TRANSLOCATOR PRECURSOR >gi_595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208404 

LIB3120-048-P1-K1-E2 

BLASTX 

g479406 

450 

5.0e-45 

93 

86 

chlorophyll a/b-binding protein - garden pea 
>gi_20671_emb_CAA4 9149_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



208405 

LIB3120-048-P1-K1-E3 

BLASTX 

gll70203 

203 

2.0e-16 

70 



28709 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

GLUTAMYL-TRNA REDUCTASE 1 PRECURSOR (GLUTR) >gi__454359 
(U03774) glutamyl-tRNA reductase [Arabidopsis thaliana] 

208406 

LIB3120-048-P1-K1-E4 

BLASTX 

g!354515 

195 

2.0e-15 

70 

63 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

208407 

LIB3120-048-P1-K1-E5 

BLASTX 

g4185139 

159 

5.0e-ll 

73 

48 

(AC005724) 
thaliana] 



putative diacylglycerol kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208408 

LIB3120-048-P1-K1-F1 

BLASTX 

g!352821 

347 

5.0e-33 

68 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



208409 

LIB3120-048-P1-K1-F2 

BLASTX 

gll68411 

491 

8.0e-50 

117 

85 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
208410 

LIB3120-048-P1-K1-F5 

BLASTX 

gl352821 

330 

6.0e-31 

80 



CHLOROPLAST PRECURSOR 



28710 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



78 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208411 

LIB3120-048-P1-K1-G3 

BLASTX 

gl354515 

176 

2.0e-13 

55 
73 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

208412 

LIB3120-048-P1-K1-H2 

BLASTX 

g2129753 

412 

1.0e-40 

94 

89 

threonine synthase (EC 4.2.99.2) precursor - Arabidopsis 
thaliana (fragment) >gi_1448917 (L41666) threonine synthase 
[Arabidopsis thaliana] 

208413 

LIB3120-048-P1-K1-H4 

BLASTX 

g2244732 

380 

9.0e-37 

84 

86 

(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 
208414 

LIB3120-053-P1-K1-A1 

BLASTX 

g267122 

151 

2.0e-10 

42 

64 

THIOREDOXIN H-TYPE (TRX-H) >gi_478400_pir JQ2242 

thioredoxin h - Arabidopsis thaliana 

>gi_16552_emb_CAA78462_ (Z14084) Thioredoxin H [Arabidopsis 
thaliana] >gi_1388080 (U35827) thioredoxin h [Arabidopsis 
thaliana] 

208415 

LIB3120-053-P1-K1-A10 
BLASTX 



28711 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3876384 
100 

8.0e-ll 

69 

52 

(Z78419) predicted using Genefinder; Similarity to Xenopus 
cap binding protein (TR:G984260) [Caenorhabditis elegans] 

208416 

LIB3120-053-P1-K1-A12 

BLASTX 

gl705651 

179 

3.0e-13 

54 

61 

20 KD NUCLEAR CAP BINDING PROTEIN (NCBP 20 KD SUBUNIT) 
(CBP20) >gi_984139_emb_CAA58962_ (X84157) subunit of the 
dimeric cap binding complex CBC [Homo sapiens] 

>gi_1582342_prf 2118330A cap-binding protein [Homo 

sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208417 

LIB3120-053-P1-K1-A3 

BLASTX 

g82263 

144 

2.0e-09 

76 

57 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC (1)311) - potato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208418 

LIB3120-053-P1-K1-A4 

BLASTX 

g3914473 

403 

1.0e-39 

88 

89 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_479684_pir S35151 photosystem I chain XI - 

spinach >gi_396275__emb_CAA4 5775_ (X64445) subunit XI of 
photosystem I reaction center [Spinacia oleracea] 

208419 

LIB3120-053-P1-K1-A5 

BLASTX 

g228403 

403 

2.0e-39 

91 

85 

glycolate oxidase [Lens culinaris] 



Seq. No. 



208420 



28712 



Seq. ID 


LIB3120-053-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3687652 


BLAST score 


267 


E value 


5.0e-24 


Match length 


59 


% identity 


88 


NCBI Description 


(AF047352) rubisco activase precursor [ 


Seq. No. 


208421 


Seq. ID 


LIB3120-053-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl odZoZi 


BLAST score 


292 


E value 


7.0e-27 


Match length 


62 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208422 

LIB3120-053-P1-K1-B12 

BLASTN 

gl8487 

57 

1.0e-23 

81 

93 

G. hirsutum mRNA for cotton catalase subunit 
208423 

LIB3120-053-P1-K1-B2 

BLASTX 

g289920 

596 

5.0e-62 

116 

96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

208424 

LIB3120-053-P1-K1-B4 

BLASTX 

g267069 

297 

2.0e-27 

53 

98 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_32 0183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



28713 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208425 

LIB3120-053-P1-K1-B7 

BLASTX 

g4193388 

269 

8.0e-28 

79 

84 

(AF091455) translationally controlled tumor p£$€e~in jHevea 
brasiliensis] ~ " 

208426 

LIB3120-053-P1-K1-C1 

BLASTX 

g3643611 

139 

6.0e-09 

41 

71 

(AC005395) putative casein kinase [Arabidopsis thaliana] 
208427 

LIB3120-053-P1-K1-C11 

BLASTX 

gl00196 

159 

7.0e-23 

82 

72 

chlorophyll a/b-binding protein (cab-11) - tomato 
208428 

LIB3120-053-P1-K1-C3 

BLASTX 

gl21344 

252 

9.0e-22 

85 

59 

GLUT AMINE SYNTHETASE LEAF ISOZYME PRECURSOR 
(GLUTAMATE-AMMONIA LIGASE) (CHLOROPLAST GS2) 

>gi_68597_pir AJPMQ2 glut amate— ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - garden pea 
>gi_169059 (M20664) glutamine synthetase (chloroplast GS2) 
(EC 6.3.1.2) [Pisum sativum] 

208429 

LIB3120-053-P1-K1-C5 

BLASTX 

gl352821 

193 

4.0e-15 

40 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



28714 



precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 208430 

Seq. ID LIB3120-053-P1-K1-C6 

Method BLASTX 

NCBI GI g4508082 

BLAST score 164 

^E value l.Oe-11 

Match length 34 

% identity 91 , ^ 

NCBI Description (AC005882) Putative RNA polymerase II subunit RpblO 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208431 

LIB3120-053-P1-K1-C7 

BLASTX 

g3421134 

323 

3.0e-30 

72 
89 

(AF045666) arginine decarboxylase [Theobroma cacao] 
208432 

LIB3120-053-P1-K1-C8 

BLASTX 

gl076389 

261 

3.0e-23 

66 

83 

protein phosphatase 2A pDFl - Arabidopsis thaliana 
>gi_683502_emb_CAA57528_ (X82002) protein phosphatase 2A 65 
kDa regulatory subunit [Arabidopsis thaliana] 

208433 

LIB3120-053-P1-K1-D2 

BLASTX 

gl363479 

106 

5.0e-12 

81 

52 

photosystem I protein psaL - cucumber 

>gi__801740_dbj_BAA09047_ (D50456) PsaL [Cucumis sativus] 
208434 

LIB3120-053-P1-K1-E1 

BLASTX 

g4101626 

180 

8.0e-14 
59 

,58 

(AF005096) desaturase/cytochrome b5 protein [Ricinus 
communis] 



28715 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208435 

LIB3120-053-P1-K1-E10 

BLASTX 

g2499542 

269 

5.0e-24 

81 

57 

IRON(III)-ZINC(II) PURPLE ACID PHOSPHATASE PRECURSOR (PAP) 
>gi_1218042 (U48448) secreted purple acid phosphatase 
precursor [Arabidopsis thaliana] 



Seq* No. 


208436 


Seq. ID 


LIB3120-053- 


Method 


BLASTX 


NCBI GI 


g3068713 


BLAST score 


181 


E value 


1.0e-13 


Match length 


66 


% identity 


65 


NCBI Description 


(AF049236) i 


Seq. No. 


208437 


Seq. ID 


LIB3120-053 


Method 


BLASTN 


NCBI GI 


g450504 


BLAST score 


38 


E value 


5.0e-12 


Match length 


65 


% identity 


89 


NCBI Description 


G.hirsutum 



carboxylase, small subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208438 

LIB3120-053-P1-K1-E9 

BLASTX 

g419760 

388 

8.0e-38 

94 

43 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_3849833_emb_CAA43646_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208439 

LIB3120-053-P1-K1-F1 

BLASTN 

g450504 

46 

6.0e-17 

65 
92 

G.hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 



28716 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208440 

LIB3120-053-P1-K1-F3 

BLASTX 

gl345698 

425 

4.0e-42 

87 
92 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR - 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

208441 

LIB3120-053-P1-K1-F8 

BLASTX 

g!351279 

170 

2.0e-12 

59 

58 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590_emb_CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 

208442 

LIB3120-053-P1-K1-F9 

BLASTN 

g289919 

60 

7.0e-26 

72 

96 

Gossypium hirsutum chloroplast photosystem II chlorophyll 
A/B-binding protein gene, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208443 

LIB3120-053-P1-K1-G11 

BLASTX 

gl545805 

239 

2.0e-20 

81 

63 

(D64052) cytochrome P450 like_TBP [Nicotiana tabacum] 
208444 

LIB3120-053-P1-K1-G2 

BLASTX 

gl352821 

535 

8.0e-55 

102 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 



28717 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208445 

LIB3120-053-P1-K1-G9 

BLASTX 

g3334321 

145 

1.0e-09 

40 

72 

GTP-BINDING PROTEIN SAR1A >gi_2108345 (U55035) small 
GTP-binding protein Bsarla [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



208446 

LIB3120-053-P1-K1-H3 

BLASTX 

g421826 

275 

6.0e-25 

63 

79 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

208447 

LIB3120-053-P1-K1-H4 

BLASTX 

g399091 

492 

6.0e-50 

105 
97 

PYROPHOS PHATE-ENERGI ZED VACUOLAR MEMBRANE PROTON PUMP 
( PYROPHOS PHATE-ENERGI ZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_282878_pir A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H-f-translocating pyrophosphate-energized - 
Arabidopsis thaliana >gi_166634 (M81892) vacuolar 
H+-phosphatase [Arabidopsis thaliana] 

208448 

LIB3120-053-P1-K1-H5 

BLASTX 

g3075488 

123 

2.0e-10 

83 

52 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
208449 

LIB3120-053-P1-K1-H6 

BLASTX 

g!354515 

279 



28718 



E value 
Match length 
% identity 
NCBI Description 



8.0e-25 

113 

59 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208450 

LIB3120-053-P1-K1-H8 

BLASTX 

gl354515 

200 

1.0e-15 

94 

50 

(U55837) carbonic anhydrase 
tremuloides] 



[Populus tremula x Populus 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



208451 

LIB3120-054-P1-K1-A1 

BLASTX 

gl345698 

432 

9.0e-43 

106 
76 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi__99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

208452 

LIB3120-054-P1-K1-A3 

BLASTX 

g2245037 

170 

8.0e-14 

69 

61 

(Z97342) nuclear antigen homolog [Arabidopsis thaliana] 
208453 

LIB3120-054-P1-K1-A4 

BLASTX 

g3549665 

173 

2.0e-12 

103 

40 

(AL031394) hypothetical protein [Arabidopsis thaliana] 
208454 

LIB3120-054-P1-K1-A6 

BLASTX 

g4426565 

163 

3.0e-ll 



28719 



Match length 

I identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
39 

(AF031483) unknown [Rattus norvegicus] 
208455 

LIB3120-054-P1-K1-A7 

BLASTX 

gl352821 

331 

4.0e-31 

74 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208456 

LIB3120-054-P1-K1-A8 

BLASTX 

g2459430 

153 

3.0e-10 

43 

70 

(AC002332) putative CUC2 protein [Arabidopsis thaliana] 
208457 

LIB3120-054-P1-K1-B10 

BLASTX 

gll68408 

188 

1.0e-14 

58 

67 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi 2118268_pir S58168 fructose-bisphosphate aldolase (EC 

4.172.13) - garden pea >gi_927507_emb_CAA61946_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

208458 

LIB3120-054-P1-K1-B2 

BLASTX 

gl931647 

627 

1.0e-65 

129 

89 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



208459 

LIB3120-054-P1-K1-B4 

BLASTX 

g2464912 

146 
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E value 
Match length 
% identity 
NCBI Description 



3.0e-09 

103 

31 

(Z99708) 



salt-inducible like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208460 

LIB3120-054-P1-K1-B6 

BLASTX 

g!352821 

229 

2.0e-19 

70 

61 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208461 

LIB3120-054-P1-K1-B9 

BLASTX 

g231688 

301 

9.0e-28 

59 

95 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 208462 

Seq. ID LIB3120-054-P1-K1-C1 

Method BLASTX 

NCBI GI g267069 

BLAST score 497 

E value 2.0e-50 

Match length 91 

% identity 99 MrnA 

NCBI Description TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir_JQ1594 
tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

Seq. No. 208463 

Seq. ID LIB3120-054-P1-K1-C3 

Method BLASTX 

NCBI GI gl352821 

BLAST score 418 

E value 3.0e-41 

Match length 88 

% identity 92 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



28721 



(II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208464 

LIB3120-054-P1-K1-C6 

BLASTX 

g515692 

247 

1.0e-21 

65 

72 

(U12286) beta-tubulin [Glycine max] 
208465 

LIB3120-054-P1-K1-C9 

BLASTX 

g3851636 

301 

9.0e-28 

73 

75 

(AF098519) unknown [Avicennia marina] >gi_4128206^ 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

208466 

LIB3120-054-P1-K1-D1 

BLASTX 

gl31385 

489 

2.0e-49 

124 

82 

OXYGEN- EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



208467 

LIB3120-054-P1-K1-D2 

BLASTX 

g3482913 

143 

2.0e-09 

65 

43 

(AC003970) Similar to MtN21, gi_2598575, Megicago 
truncatula nodulation induced gene [Arabidopsis thaliana] 

208468 

LIB3120-054-P1-K1-D4 

BLASTX 

g3688182 

219 

9.0e-18 

134 
43 



NCBI Description (AL031804) P-Protein - like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



208469 

LIB3120-054-P1-K1-D5 
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BLASTX 

g2454184 

125 

3.0e-10 

43 

67 

(U80186) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 

208470 

LIB3120-054-P1-K1-D6 

BLASTX 

g267082 

750 

6.0e-80 

144 

98 

TUBULIN BETA- 8 CHAIN >gi_32018 9_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 

208471 

LIB3120-054-P1-K1-D7 

BLASTX 

gl31397 

137 

1.0e-08 

52 
60 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307 17 9B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 208472 

Seq. ID LIB3120-054-P1-K1-E11 

Method BLASTX 

NCBI GI g289920 

BLAST score 262 

E value 3.0e-23 

Match length 77 

% identity 73 

NCBI Description (L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

Seq. No. 208473 

Seq. ID LIB3120-054-P1-K1-E7 

Method BLASTX 

NCBI GI g4454012 

BLAST score 318 

E value 1.0e-29 

Match length 109 

% identity 57 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

208474 

LIB3120-054-P1-K1-F3 

BLASTX 

gl00616 

184 

3.0e-14 

39 
87 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose l f 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

208475 

LIB3120-054-P1-K1-F4 

BLASTX 

gl32659 

155 

2.0e-10 

39 

62 

SOS RIBOSOMAL PROTEIN L13, CHLOROPLAST PRECURSOR (CL13) 

>gi_81483_pir A32033 ribosomal protein L13 precursor, 

chloroplast - spinach >gi_170133 (J04 4 61) ribosomal protein 
L13 [Spinacia oleracea] 

208476 

LIB3120-054-P1-K1-F5 

BLASTX 

g!352821 

150 

4.0e-10 

57 

61 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208477 

LIB3120-054-P1-K1-G11 

BLASTX 

gl709651 

145 

2.0e-09 

84 

38 

PLASTOCYANIN 
plastocyanin 



A 
a 



PRECURSOR >gi_2117431_pir S58209 

precursor - black poplar 
>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208478 

LIB3120-054-P1-K1-G3 

BLASTN 

gl8511 

335 

0.0e+00 

375 

97 

G.hirsutum light regulated unknown reading frame DNA 
208479 

LIB3120-054-P1-K1-G4 

BLASTX 

g421826 

329 

1.0e-30 

103 
62 

chlorophyll a/b-binding protein CP2 9 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208480 

LIB3120-054-P1-K1-G8 

BLASTX 

g!00616 

235 

3.0e-20 

64 

67 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208481 

LIB3120-054-P1-K1-H1 

BLASTX 

g515616 

423 

3.0e-50 

119 

79 

(X61608) LHC II Type III chlorophyll a /b binding protein 
[Brassica napus] 

208482 

LIB3120-054-P1-K1-H11 

BLASTX 

g3869088 

384 

2.0e-37 

79 

92 

(AB019427) elongation factor- 1 alpha [Nicotiana paniculata] 
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Sea No 


208483 


Seq. ID 


LIB3120-054-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl00196 


BLAST score 


645 


E Vrilne 


1 . Oe-67 


Mstph 1 pncrth 


142 




84 


NCBI Description 


chlorophyll a/b-binding protein (cab-11) - 


Seq. No. 


208484 


Seq. ID 


LIB3120-054-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g289919 


BLAST score 


105 


E value 


2.0e-52 


Match length 


129 


% identity 


95 


NCBI Description 


Gossypium hirsutum chloroplast photosystem 



- tomato 







O C . 1U 


JjlDJliU KJ+J** 


Mpt hoH 


U J_I.fi O J. _\ 




y j ______ u u 


BLAST score 


470 


E value 


3.0e-47 


r_ai_cn isnycn 


1 1 n 


2* 1 ji^i T^l 4— T 4~ T T 

^ laentiLy 




Description 




Seq. No. 


208486 


Seq. ID 


LIB3120-054 


Method 


BLASTX 


NCBI GI 


g3860250 


BLAST score 


160 


E value 


1.0e-ll 


Match length 


66 


% identity 


64 


NCBI Description 


(AC005824) 




[Arabidopsi 


Seq. No. 


208487 


Seq. ID 


LIB3120-055 


Method 


BLASTX 


NCBI GI 


g3641340 


BLAST score 


205 


E value 


2.0e-16 


Match length 


93 


% identity 


45 


NCBI Description 


(AF090329) 




f luorescens 


Seq. No. 


208488 


Seq. ID 


LIB3120-056- 


Method 


BLASTX 


NCBI GI 


g2909483 



A/B-binding protein gene, complete cds 



-H5 



unknown protein [Arabidopsis thaliana] 



-P1-K1-H6 



cyclohexanone monooxygenase homolog [Pseudomonas 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



424 

7.0e-42 

119 

63 

(AL021930) hypothetical protein Rv0294 [Mycobacterium 
tuberculosis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208489 

LIB3120-060-Q1-K1-A1 

BLASTX 

g3334441 

172 

3.0e-12 

128 

23 

HYPOTHETICAL 47.9 KD PROTEIN T5I7.9 IN CHROMOSOME II 
>gi_2642161 (AC003000) hypothetical protein [Arabidopsis 
thaliana] 

208490 

LIB3120-060-Q1-K1-A10 

BLASTX 

gl346155 

643 

2.0e-67 
140 
8 9 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
{SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437995_emb__CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 

208491 

LIB3120-060-Q1-K1-A12 

BLASTX 

g2494275 

267 

2.0e-23 

75 

63 

ELONGATION FACTOR P (EF-P) >gi_1399829 (U59235) elongation 
factor P [Synechococcus PCC7 942] 

208492 

LIB3120-060-Q1-K1-A2 

BLASTX 

g3738328 

629 

8.0e-66 

148 
79 

(AC005170) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 



208493 



28727 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-060-Q1-K1-A3 

BLASTX 

g3287696 

547 

3.0e-56 

121 

84 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D8 6180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

208494 

LIB3120-060-Q1-K1-A4 

BLASTX 

g3913651 

247 

2.0e-21 

85 
61 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208495 

LIB3120-060-Q1-K1-A5 

BLASTX 

g2459420 

716 

5.0e-76 

140 

98 

(AC002332) putative ribosomal protein L17 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208496 

LIB3120-060-Q1-K1-A6 

BLASTN 

g!2144 

36 

1.0e-10 

52 

92 

Pea chloroplast genes for F(0)-ATP synthase subunits a 
c (partial) 

208497 

LIB3120-060-Q1-K1-A7 

BLASTX 

g4567302 

348 

7.0e-33 

142 

59 

(AC005956) unknown protein [Arabidopsis thaliana] 



and 



Seq. No. 



208498 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-060-Q1-K1-A8 

BLASTX 

gl00675 

703 

2.0e-74 

144 

92 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) 
precursor - rice >gi_169759 (J04 960) ADP-glucose 
pyrophosphorylase 51kD subunit (EC 2.7.7.27) [Oryza sativa] 

208499 

LIB3120-060-Q1-K1-B10 

BLASTX 

g4008441 

239 

4.0e-20 

87 
56 

(AL034488) predicted using Genefinder; cDNA EST yk433c6.3 
comes from this gene; cDNA EST EMBL:D72601 comes from this 
gene; cDNA EST EMBL:D75524 comes from this gene; cDNA EST 
yk433c6.5 comes from this gene [Caenorhabditis elegans] 

208500 

LIB3120-060-Q1-K1-B12 

BLASTX 

gl352821 

756 

1.0e-80 

147 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208501 

LIB3120-060-Q1-K1-B2 

BLASTX 

g3023436 

515 

2.0e-52 

106 

93 

CAFFEOYL-COA O-METHYLTRANSFERASE { TRANS -CAFFEOYL-COA 
3-O-METHYLTRANSFERASE) (CCOAMT) (CCOAOMT) >gi_8 57578 
(U27116) caffeoyl-CoA 3-O-methyltransf erase [Populus 
tremuloides] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



208502 

LIB3120-060-Q1-K1-B3 

BLASTX 

gl354515 

229 

6.0e-19 
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Match length 

% identity 

NCBI Description 



110 
48 

{U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



beq. no. 




Seq. ID 


T On_O^H-01 — Tf1 —13 A 

LJ-Doizu uou yi M 


Method 


nT 71 nrpv 

hJLAblA 


NCBI GI 


giuuzuu 


BLAST score 


4 JO 


E value 


z . ue — 4o 


Match length 


IIP 
110 


% identity 




NCBI Description 


chlorophyll a/b-binding protein 


beq. wo. 


ZU03U4 


beq. id 


LlDJitU UDU yi J\l DJ 


Method 


BliAbiiN 


NLbi bl 


gz u oz / uo 


BLAST score 




E value 


1 . Ue-lU 


Match length 




% identity 


4 1 


NCBI Description 


riuitian Ducyropninn iDir o; iuruNi-i, 


Seq. No. 


208505 


Seq. ID 


LIBjlzU-UbU-yi™Kl-DO 


Method 


tit 7\ n mv 

BLASTX 


NCBI GI 


™-0 EOT IOC 

gzool too 


BLAST score 


4 / u 


E value 


3 . Ue-4 / 


Match length 


120 


% identity 


75 


NCBI Description 


(U94999) class 2 non-symbiotic 




thaliana] 


Seq. No. 


208506 


Seq. ID 


LIB3120-060-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3695061 


BLAST score 


304 


E value 


8.0e-28 



I precursor - tomato 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 
63 

(AF064788) 
japonicus] 



rac GTPase activating protein 2 [Lotus 



208507 

LIB3120-060-Q1-K1-B8 

BLASTX 

gl352821 

758 

6.0e-81 

141 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALt, CHAIN PRECURSOR 
{RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 
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# 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


208508 


oeq. iu 


lidoizu u du yi J\± £5:7 


TuTi^-N 4* 

jyieunoci 






n Q1 one 
g4 uyioUo 


DJ-trio i score 


^ Q1 


E value 


/ . ue-Jo 


Match length 


yy 


■s luentiuy 


7 n 
/ u 


MPRT Hj^ o n v i r*\+- i /-s-pl 

UcbOlJ.pL.lUIl 




Seq. No. 


208509 


Seq. ID 


LIB3120-060-Q1-K1-C1 


lxieunoQ 


oljriO 1 A 




gz iz yooo 


biaAoi score 


z yo 


E value 


ft Do-97 


Match length 


OZ 


s identity 


Q Q 


iNUrsi uescripnon 


iiiiuo protein ~ AraDiuopsis tnanana 




7\T1 fl ^ r TS v*-aV>.-i /rl^nri no f V>ol ■! anal 

iiiiuo [B.raoiQopsis tnananaj 


Seq. No. 


208510 


Seq. ID 


LIBilZU-UoU-Ql-Kl-ClU 


Method 


BLASTX 


NCBI GI 


g3947735 


biiAbi score 


lo / 


E value 


5 . Oe-14 


Match length 


7z 


-5 identity 


0 b 


iNL/Di uescnption 


^.H.J U U .7 / Z U J LNliZ / {.OUldilUXLl L.UJJGX OoUJll J 


Seq. No. 


208511 


Seq. ID 


LIB3120-060-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gll74162 


BLAST score 


593 


E value 


1.0e-61 


Match length 


119 


% identity 


88 


NCBI Description 


(U4497 6) ubiquit in-conjugating enzyme 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_3746915 (AF091106) E2 

ubiquit in-con jugating-like enzyme [Arabidopsis thaliana] 
208512 

LIB3120-060-Q1-K1-C2 

BLASTX 

gl709825 

370 

2.0e-35 

129 

67 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 



28731 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



208513 

LIB3120-060-Q1-K1-C3 

BLASTX ' 

g4406530 

400 

6.0e-39 

113 

74 

(AF126870) rubisco activase [Vigna radiata] 
208514 

LIB3120-060-Q1-K1-C4 

BLASTX 

gll9150 

619 

9.0e-65 

120 

96 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] . . 

208515 

LIB3120-060-Q1-K1-C6 

BLASTX 

gl21689 

409 

5.0e-40 

111 

62 

GAST1 PROTEIN PRECURSOR >gi_100217_pir S22151 GAST1 

protein - tomato >gi__19247_emb_CAA44807_ (X63093) gastl 
[Lycopersicon esculentum] 

208516 

LIB3120-060-Q1-K1-C7 

BLASTX 

gl352821 

422 

1.0e-41 

104 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208517 

LIB3120-060-Q1-K1-D1 

BLASTX 

g2827661 

357 



28732 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
..Match length 
% identity 
NCBI Description 



6.0e-34 

125 

59 

(AL021637) hyuC-like protein [Arabidopsis thaliana] 
208518 

LIB3120-060-Q1-K1-D10 

BLASTX 

gl814403 

529 

4.0e-54 

142 
74 

(U84889) methionine synthase [Mesembryanthemum 
crystallinum] 

208519 

LIB3120-060-Q1-K1-D11 

BLASTX 

g2754816 

145 

4.0e-09 
141 

33 - . 

(AF021346) non-race specific disease resistance protein 
[Arabidopsis thaliana] 

208520 

LIB3120-060-Q1-K1-D2 

BLASTX 

gl657948 

639 

6.0e-67 

148 

82 

(U73466) MipC [Mesembryanthemum crystallinum] 
208521 

LIB3120-060-Q1-K1-D3 

BLASTX 

g3660471 

523 

2.0e-53 

124 

77 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 

208522 

LIB3120-060-Q1-K1-D5 

BLASTX 

g487046 

372 

1.0e-35 

133 

60 

photosystem I chain II precursor - wood tobacco 



28733 



>gi_407769_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208523 

LIB3120-060-Q1-K1-D6 

BLASTX 

g2129910 

429 

2.0e-42 

133 

59 

cinnamyl-alcohol dehydrogenase (EC 1.1.1.195) - cider tree 
>gi_971397_emb_CAA53211_ (X75480) cinnamyl-alcohol 
dehydrogenase [Eucalyptus gunnii] 



Seq. No. 


208524 


Seq. ID 


LIB3120-060-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3269292 


BLAST score 


lo4 


E value 


3 . Oe-11 


Match length 


50 


% identity 


56 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 


Seq. No. 


208525 


Seq. ID 


LIB3120-060-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl709825 


BLAST score 


A A U 

44,3 


E value 


5.0e-44 


Match length 


143 


% identity 


69 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 


/ "DOT MX >■./--■ -1 1 O *3*7 1 9 /t ( TT*-l 9 1 1 £.\ DQT-W T A t* -a "K -i r?/^r-\a -i o fhal 
(roi vi ) -^gi lZj (UjZI / DJ rol IN |_/-iraJJiaopoX& dlci-L. 


Seq. No. 


208526 


Seq. ID 


LIB3120-060-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl001355 


BLAST score 


252 


E value 


1.0e-21 


Match length 


135 


% identity 


39 


NCBI Description 


(D64006) auxin-induced protein [Synechocystis sp.] 


Seq. No. 


208527 


Seq. ID 


LIB3120-060-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl31385 


BLAST score 


606 


E value 


4.0e-63 


Match length 


144 


% identity 


85 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (0EE1) 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 
THYLAKOID MEMBRANE PROTEIN) 



[33 KD 
(33 KD 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208528 

LIB3120-060-Q1-K1-E7 

BLASTX 

g3915699 

602 

1.0e-62 

135 
84 

AM I NOMETHYL TRANSFERASE PRECURSOR (GLYCINE CLEAVAGE SYSTEM T 

PROTEIN) >gi_541970_pir S40260 T-protein - garden pea 

>gi_1362061_pir S56661 glycine decarboxylase T protein 

precursor - garden pea >gi_438217_emb_CAA81080_ (Z25861) 
T-protein [Pisum sativum] >gi_3021553_emb_CAA1097 6_ 
(AJ222771) T protein [Pisum sativum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208529 

LIB3120-060-Q1-K1-F11 

BLASTX 

g2864617 

315 

5.0e-29 

108 

60 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208530 

LIB3120-060-Q1-K1-F2 

BLASTX 

g!352821 

500 

1.0e-50 

105 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208531 

LIB3120-060-Q1-K1-F3 

BLASTX 

g430947 

318 

1.0e-29 

96 

71 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



208532 

LIB3120-060-Q1-K1-F6 

BLASTX 

gl!5833 

562 



28735 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



6.0e-58 

138 

79 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

208533 

LIB3120-060-Q1-K1-F7 

BLASTX 

gl352821 

636 

1.0e-66 

120 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208534 

LIB3120-060-Q1-K1-G1 

BLASTX 

g625547 

569 

9.0e-59 

141 

78 

chlorophyll a/b-binding protein type I - common tobacco 
>gi__493723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 

208535 

LIB3120-060-Q1-K1-G10 

BLASTX 

gl352821 

509 

3.0e-57 

122 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

208536 

LIB3120-060-Q1-K1-G12 

BLASTX 

g4033838 

142 

9.0e-09 

76 

46 
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NCBI Description (Y18550) sigma-like factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208537 

LIB3120-060-Q1-K1-G3 

BLASTX 

g4249391 

233 

1.0e-19 

63 

67 

(AC005966) Similar to gi_3249076 T13D8.16 beta glucosidase 
from Arabidopsis thaliana BAC gb_AC004473. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208538 

LIB3120-060-Q1-K1-G6 

BLASTX 

g2129538 

421 

2.0e-41 

87 

91 

AT103 protein - Arabidopsis thaliana >gi_1033195 
AT103 [Arabidopsis thaliana] 



(U38232) 



Seq. No. 


208539 


Seq. ID 


LIB3120-060-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2827002 


BLAST score 


261 


E value 


7.0e-23 


Match length 


100 


% identity 


61 


NCBI Description 


(AF005993) HSP70 [Triticum aestivum] 


Seq. No. 


208540 


Seq. ID 


LIB3120-060-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3914605 


BLAST score 


567 


E value 


1.0e-58 


Match length 


123 


% identity 


87 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE 



PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



208541 

LIB3120-060-Q1-K1-H10 

BLASTX 

g452341 

201 

8.0e-28 
72 
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II 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

(X68682) type II light-harvesting chlorophyll a /b-binding 
protein [Zea mays] 

208542 

LIB3120-060-Q1-K1-H3 

BLASTX 

g2326947 

124 

8.0e-15 

92 

58 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 

208543 

LIB3120-060-Q1-K1-H4 

BLASTX 

g231688 

544 

5.0e-56 

108 

95 

C AT ALAS E ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_1848B_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

208544 

LIB3120-060-Q1-K1-H5 

BLASTX 

gl351279 

179 

1.0e-13 

63 

68 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590_emb__CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 

208545 

LIB3135-002-Q1-K1-A1 

BLASTX 

g!13029 

569 

5.0e-59 

107 

99 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68209_pir WZCNIU isocitrate lyase (EC 4.1.3.1) - 

upland cotton >gi_184 86_emb_CAA36381__ (X52136) isocitrate 
lyase (AA 1-576) [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



208546 

LIB3135-002-Q1-K1-A10 

BLASTX 

g!170747 

455 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-45 

105 
85 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEAS -A >gi_167345 
(M88324) late embryogenesis -abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogene sis-abundant protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208547 

LIB3135-002-Q1-K1-A2 

BLASTX 

gl36640 

422 

8.0e-42 

79 

97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticuia aestivum] 



Seq. No. 


208548 


Seq. ID 


LIB3135-002-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3885327 


BLAST score 


152 


E value 


5.0e-10 


Match length 


50 


% identity 


64 


NCBI Description 


(AC005623) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


208549 


Seq. ID 


LIB3135-002-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2980795 


BLAST score 


522 


E value 


3.0e-53 


Match length 


115 


% identity 


89 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana] 


Seq. No. 


208550 


Seq. ID 


LIB3135-002-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3080423 


BLAST score 


298 


E value 


4.0e-27 


Match length 


113 


% identity 


52 


NCBI Description 


(AL022604) putative protein [Arabidopsis thaliana] 


Seq. No. 


208551 


Seq. ID 


LIB3135-002-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl709761 


BLAST score 


539 


E value 


2.0e-55 


Match length 


121 



28739 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

83 

PROTEASOME 27 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX 27 KD SUBUNIT) >gi__12 62 14 6_emb_CAA65 66 0_ (X96974) 
proteasome subunit [Spinacia oleracea] 

208552 

LIB3135-002-Q1-K1-B12 

BLASTX 

gl20668 

359 

3.0e-34 

75 

91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_82399_pir A24159 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208553 

LIB3135-002-Q1-K1-B3 

BLASTX 

g2252854 

173 

2.0e-12 
66 
56 

(AF013294) 
thaliana] 



similar to auxin-induced protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208554 

LIB3135-002-Q1-K1-B4 

BLASTX 

g2244763 

277 

6.0e-25 

88 

60 

(Z97335) A6 anther-specific protein [Arabidopsis thaliana] 
208555 

LIB3135-002-Q1-K1-B7 

BLASTX 

gl854386 

504 

3.0e-51 

121 

79 

(AB001375) similar to soluble NSF attachment protein [Vitis 
vinifera] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



208556 

LIB3135-002-Q1-K1-B8 

BLASTX 

g2702281 



28740 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276 

4.0e-25 

67 

73 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 

208557 

LIB3135-002-Q1-K1-C10 

BLASTX 

gl31772 

179 

2.0e-13 

100 

45 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 {clone MCH1) - 

maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
-E. value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



208558 

LIB3135-002-Q1-K1-C11 

BLASTX 

gl29808 

247 

4.0e-21 

108 
77 

CATIONIC PEROXIDASE 2 PRECURSOR >gi_99873_pir B38265 

peroxidase (EC 1.11.1.7) precursor, cationic (clone PNC2) - 
peanut >gi_166475 (M37637) cationic peroxidase [Arachis 
hypogaea] 

208559 

LIB3135-002-Q1-K1-C3 

BLASTX 

gll73218 

605 

5.0e-63 

121 

97 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

208560 

LIB3135-002-Q1-K1-C4 

BLASTX 

gl651828 

328 

2.0e-30 

108 

60 

(D90900) dihydrolipoamide dehydrogenase [Synechocystis sp.] 
208561 

LIB3135-002-Q1-K1-C6 
BLASTX 



28741 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



g2982266 
449 

1.0e-44 

101 
85 

(AF051216) 



probable fibrillarin [Picea mariana] 



Seq. No. 


208562 


Seq. ID 


LIB3135-002-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl931647 


BLAST score 


390 


E value 


4.0e-38 


Match length 


95 


% identity 


77 


NCBI Description 


(U95973) endomembrane protein EMP70 precusor isolog 




[Arabidopsis thaliana] 


Seq. No. 


208563 


Seq. ID 


LIB3135-002-O1-K1-D11 


Method 


BLASTX 


NCBI GI 


a3413424 


BLAST score 


256 


E value 


5.0e-22 v - 


Match length 


148 


% identity 


41 


NCBI Description 


(AJ006309} hvoothet i r*a 1 nrotpin r Ar^hn Hnn^i fhal "i ans 1 


Sea No 


208564 


Seq. ID 


LIB3135-002-Q1-K1-D12 


Method 




NCBI GI 




BLAST score 


445 


E value 


3.0e-44 


Match length 


91 


% identity 


99 


NCBI Description 


(AF048824} histone H2B TMaln^ fJcuripqi- n 1 


Seq. No. 


208565 

«L> \J \J \J w 


Seq. ID 


LIB3135-002-O1-K1-D2 






NCBI GI 


CT 2213626 


BLAST score 


341 


E value 


4.0e-32 


Match length 


126 


% identity 


49 


NCBI Description 


(AC000103) F21J9.18 [Arabidopsis thaliana] 


Seq. No. 


208566 


Seq. ID 


LIB3135-002-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g322750 


BLAST score 


516 


E value 


9.0e-53 


Match length 


102 


% identity 


100 


NCBI Description 


ubiquitin / ribosomal protein CEP52 - wood tobacco 



28742 



>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 



Seq. No. 


208567 


Seq. ID 


LIB3135-002-Q1-K1-D4 


Method 


BLASTN 


NCBI GI 


g2244788 


BLAST score 


48 


E value 


5.0e-18 


Match length 


80 


% identity 


90 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 




fragment No 


Seq. No. 


208568 


Seq. ID 


LIB3135-002-Q1-K1-D6 


Method 


BLASTN 


NCBI GI 


g2564048 


BLAST score 


35 


E value 


3. Oe-10 


Match length 


236 


% identity 


61 


NCBI Description 


Arabidor>sis thaliana (Tpnomip DNA. chromosome 'S . PI clone* 




MKD15, complete sequence [Arabidopsis thaliana] 


Seq. No. 


208569 


Seq. ID 


LIB3135-002-Q1-K1-E1 


Mpt hod 


BLASTX 


NCBI GI 


a2827536 


BLAST ^rnTP 


180 


W, va 1 np 


1 . 0e-13 


Match 1 ennth 


140 


% irf^nt "i t~ v 


37 


NCBI Description 


(AL021633) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


208570 


Seq. ID 


LIB3135-002-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2947060 


BLAST score 


706 


E value 


8.0e-75 


Match 1 pnrrth 


149 


% id^ntitv 

u .x. VmI v> x x _l. ^ y 


90 


NCBI Description 


(AC002521} mutative membrane orotein FArabidoiDsis thalianal 


Seq. No. 


208571 


Seq. ID 


LIB3135-002-Q1-K1-E12 


Method 


BLASTX - 


NCBI GI 


g2935300 


BLAST score 


734 


E value 


4.0e-78 


Match length 


152 


% identity 


95 


NCBI Description 


(AF038046) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 




2 [Gossypium hirsutum] 


Seq. No. 


208572 



28743 



® 



Seq. ID 


LIB3135-002-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3805845 


BLAST score 


541 


E value 


1.0e-55 


Match length 


124 


% identity 


81 


NCBI Description 


(AL031986) putative protein 


Seq. No. 


208573 


Seq. ID 


LIB3135-002-Q1-K1-E5 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


159 


E value 


4 . Oe-84 


Match length 


382 


% identity 


17 


NCBI Description 


Gossypium hirsutum cultivar 




precursor (PRP) mRNA, comply 


Seq. No. 


208574 


Seq. ID 


LIB3135-002-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2935298 


BLAST score 


411 


E value 


1.0e-40 


Match length 


89 



cds 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



91 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 

208575 

LIB3135-002-Q1-K1-E7 

BLASTX 

g!350720 

402 

2.0e-39 

99 

76 

60S RIBOSOMAL PROTEIN L32 
208576 

LIB3135-002-Q1-K1-E8 

BLASTX 

g586339 

346 

1.0e-32 

111 

57 

PEROXISOMAL -COENZYME A SYNTHETASE >gi_6267 94_pir S4 6098 

probable AMP-binding protein - yeast {Saccharomyces 
cerevisiae) >gi_536615_emb_CAA85185_ (Z36091) ORF YBR222c 
[Saccharomyces cerevisiae] 

208577 

LIB3135-002-Q1-K1-F1 
BLASTX 



28744 



NCBI GI 


g3413700 


BLAST score 


337 


E value 


9.0e-32 


Match length 


125 


% identity 


58 


NCBI Description 


(AC004747) putative YME1 protein [Arabidopsis thaliana] 


Seq. No. 


208578 


Seq. ID 


LIB3135-002-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g629858 


BLAST score 


532 


E value 


2.0e-54 


Match length 


119 


% identity 


85 


NCBI Description 


protein kinase C inhibitor - maize 


Seq. No. 


208579 


Seq. ID 


LIB3135-002-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g310570 


BLAST score 


362 


E value 


1.0e-34 


Match length 


79 


% identity 


86 


NCBI Description 


(L20806) a Lea protein with hydrophobic domain, high pi 




value (11.6); 15kD protein; putative [Glycine max] 


Seq. No. 


208580 


Seq. ID 


LIB3135-002-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3021357 


BLAST score 


554 


E value 


2.0e-62 


Match length 


143 


% identity 


75 


NCBI Description 


(AJ005082) UDP-galactose 4-epimerase [Cyamopsis 




tetragonoloba] 


Seq. No. 


208581 


Seq. ID 


LIB3135-002-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3334665 


BLAST score 


152 


E value 


4.0e-10 


Match length 


89 


% identity 


34 


NCBI Description 


(Y10492) putative cytochrome P450 [Glycine max] 


Seq. No. 


208582 


Seq. ID 


LIB3135-002-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3236242 


BLAST score 


229 


E value 


6.0e-19 


Match length 


56 


% identity 


84 



28745 



NCBI Description 


(AC004 684) putative ribosomal protein L36 [Arabidopsis 




thaliana] 


Seq. No. 


208583 


Seq. ID 


LIB3135-002-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2911059 


BLAST score 


314 


E value 


5.0e-29 


Match length 


70 


% identity 


76 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 


Seq. No. 


208584 


Seq. ID 


LIB3135-002-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


338 


E value 


6.0e-32 


Match length 


86 


% identity 


74 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 


Seq. No. 


208585 


Seq. ID 


LIB3135-002-Q1-K1-G11 


Method 


BLASTN 


NCBI GI 


gll802 


BLAST score 


291 


E value 


1 . Oe-163 


Match length 


315 


% identity 


98 


NCBI Description 


Tobacco chloropast DNA homologous to ribosomal protein S 




gene 


Seq. No. 


208586 


Seq. ID 


LIB3135-002-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


475 


E value 


8.0e-48 


Match length 


136 


% identity 


53 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 


Seq. No. 


208587 


Seq. ID 


LIB3135-002-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3341695 


BLAST score 


461 


E value 


4.0e-46 


Match length 


120 


% identity 


71 


NCBI Description 


(AC003672) putative thiamin pyrophosphokinase [Arabidops 




thaliana] 


Seq. No. 


208588 


Seq. ID 


LIB3135-002-Q1-K1-H5 



28746 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl743354 

370 

2.0e-35 

115 

55 

(Y09876) 



aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 



208589 

LIB3135-002-Q1-K1-H6 

BLASTX 

g417148 

257 

2.0e-22 

108 

46 

PROBABLE GLUTATHIONE S -TRANSFERASE (HEAT SHOCK PROTEIN 26A) 

(G2-4) >gi_99912_pir A33654 heat shock protein 26A - 

soybean >gi_169981 (M20363) Gmhsp26-A [Glycine max] 

208590 

LIB3135-003-Q1-K1-A1 

BLASTX 

gl36739 

373 

9.0e-36 

82 
85 

UT P — GLUCOSE- 1- PHOS PHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2,7.7.9) - 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 


208591 


Seq. ID 


LIB3135-003-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2274915 


BLAST score 


183 


E value 


1.0e-13 


Match length 


55 


% identity 


64 


NCBI Description 


(AJ000081) beta-1, 3-glucanas 


Seq. No. 


208592 


Seq. ID 


LIB3135-003-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl814403 


BLAST score 


637 


E value 


1.0e-66 


Match length 


153 


% identity 


81 


NCBI Description 


(U84889) methionine synthase 




crystallinum] 


Seq. No. 


'208593 


Seq. ID 


LIB3135-003-Q1-K1-A3 



28747 



Method 


BLASTX 


NCBI GI 


g4455326 


BLAST score 


309 


E value 


2.0e-28 


Match length 


99 


% identity 


59 


NCBI Description 


(AL035525) putative protein [Arabidopsis thaliana] 


Seq. No. 


208594 


Seq. ID 


LIB3135-003-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3860315 


BLAST score 


252 


E value 


9.0e-22 


Match length 


60 


% identity 


78 


NCBI Description 


(AJ012684) 40S ribosomal protein S19 [Cicer arietinum] 


Seq. No. 


208595 


Seq. ID 


LIB3135-003-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl296816 


BLAST score 


576 


E value 


1.0e-59 


Match length 


132 


% identitv 


85 


NCBI Description 


(X94 995) narincrenin— chalcone* svnthase rLTucrlans an 1 


Seq. No. 


208596 


Seq. ID 


LIB3135-003-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g478389 


BLAST score 


363 


E value 


1.0e-34 


Match length 


109 


% identity 


61 


NCBI Description 


peroxidase (EC 1.11.1.7) precursor, anionic - Japanese 




asoen x larae-toothed asDen >ai 217 997 dbi BAA01877 




(D11102) peroxidase [Populus kitakamiensis] 




>ai 444801 orf 1908234A anionic oeroxidase rPonulus 




kitakamiensis ] 


Seq. No. 


208597 


Seq. ID 


LIB3135-003-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl086833 


BLAST score 


298 


E value 


6.0e-27 


Match length 


118 


% identity 


48 


NCBI Description 


(U41264) coded for bv C eleaans cDNA CEESN26F* coded 




bv C eleaans cDNA CEF.STft^F • similar tn fiD^ aridi'r 




ribosomal protein Po (L10) [Caenorhabditis elegans] 


Seq. No. 


208598 


Seq. ID 


LIB3135-003-Q1-K1-B12 


Method 


BLASTX 



28748 



NCBI GI 


g4531444 


BLAST score 


295 


E value 


1.0e-26 


Match length 


116 


Sr "i Hpnt 1 1 v 


52 


NCBI Description 


(AC006224) putative protein kinase [Arabidopsis thaliana] 




208599 


Seq. ID 


LIB3135-003-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2832681 


BLAST score 


497 


E value 


3.0e-50 


Match length 


97 


% identitv 


91 


NCBI Description 


(AL021712) putative protein [Arabidopsis thaliana] 


cprr No 


208600 


Seq. ID 


LIB3135-003-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4262149 


BLAST score 


683 


E value 


4.0e-72 


Match length 


142 


% identitv 


83 




fAC0n t S?7S^ rvntstive xvl nrfl i]fan pnrinf ran scrl vpo^vI ast* 




[Arabidopsis thaliana] 




208601 


Sea ID 


LIB3135-003-O1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl856971 


BLAST score 


594 


E value 


8.0e-62 


Match length 


127 


% identitv 


89 


NCBI Description 


(D26058) This crene is SDPrif irallv PXDrpssed at the S nha 




Hiiri nrr "hVip op! 1 pur*! p "in thp s vrir , biTnno H n c ! Piil1~nirp of 




periwinkle cells. [Catharanthus roseus] 


Sea No 


208602 


Seq, ID 


LIB3135-003-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3201613 


BLAST score 


518 


E value 


9. Oe-53 


Matr'h 1 An nth 


134 


O -L 11 L -1. 1— . y 


72 




(AP00466Q^ rr"in - t~.a'i~hi nnp ^-i"rari<; fpra oo r AtsVii Hotjs "is "hh^l "i 






Seq. ID 


LIB3135-003-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4539417 


BLAST score 


142 


E value 


5.0e-09 


Match length 


28 



28749 



% identity 

NCBI Description 



86 

(AL04 9171) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208604 

LIB3135-003-Q1-K1-C7 

BLASTX 

gl!69009 

353 

1.0e-65 

143 
81 

CAFFEIC ACID 3-O-METHYLTRANSFERASE 
( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 

3-O-METHYLTRANSFERASE) (COMT) >gi_542009_pir S40146 

catechol O-methyltransferase (EC 2.1.1.6) - cider tree 
>gi_437777_emb_CAA52814_ (X74814) O-Methyltransf erase 
[Eucalyptus gunnii] 



OSCJ. IN O . 


ZUOOU J 


Cp.pr TV) 


JJJ.D Jl J J VJ vJ \^ X i\ -L OvJ 


Method 






rrA ^£1910 




z, / <u 


E value 




Ms "hcli 1 f i nrr1 - h 


64 


% identity 


88 


NCBI Description 


(AC007119) putative 4 OS ribosomal prote. 




thaliana] 


Seq. No. 


208606 


Seq. ID 


LIB3135-003-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4454466 


BLAST score 


197 


E value 


4.0e-15 


Match length 


52 


% identity 


69 


NCBI Description 


(AC006234) unknown protein [Arabidopsis 


Seq. No. 


208607 


Seq. ID 


LIB3135-003-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g730129 


BLAST score 


269 


E value 


1.0e-23 


Match length 


53 


% identity 


91 


NCBI Description 


NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) 



(NDP KINASE I) 

>gi_3169310 (AF017641) nucleoside diphosphate kinase type 1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



208608 

LIB3135-003-Q1-K1-D7 

BLASTX 

gll69009 

327 

1.0e-59 



28750 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144 
76 

CAFFEIC ACID 3-0-METHYLTRANS FERASE 
(S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 

3-0-METHYLTRANSFERASE) (COMT) >gi_542009_pir S40146 

catechol O-methyltransf erase (EC 2.1.1.6) - cider tree 
>gi_4 37777_emb_CAA528 14_ (X7 4 8 1 4 ) O-Methyltransf erase 
[Eucalyptus gunnii] 

208609 

LIB3135-003-Q1-K1-E11 

BLASTX 

g4204695 

393 

2.0e-38 

109 

77 

(AF117062) putative inositol polyphosphate 5-phosphatase 
At 5 PI [Arabidopsis thaliana] 

208610 

LIB3135-003-Q1-K1-E3 

BLASTX 

g585973 

226 

3.0e-19 

64 

72 

FRUCTOKINASE >gi_626018_pir S39997 fructokinase (EC 

2.7.1.4) - potato >gi_297015_emb_CAA78283_ (Z12823) 

fructokinase [Solanum tuberosum] >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208611 

LIB3135-003 

BLASTX 

gl346675 

666 

4.0e-70 

138 

91 

NUCLEOSIDE 
>gi_499112 
bidentis] 



-Q1-K1-E8 



DIPHOSPHATE KINASE B (NDK B) (NDP KINASE B) 
(U10283) nucleoside diphosphate kinase [Flaveria 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208612 

LIB3135-003-Q1-K1-F1 

BLASTX 

gl70076 

506 

2.0e-51 

110 

58 

(L01433) calmodulin [Glycine max] 
calmodulin [Glycine max] 



>gi_1583770_prf 2121384D 



Seq. No. 



208613 



28751 



II 



Seq. ID 


LIB3135-003-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3393062 


BLAST score 


431 


E value 


1.0e-42 


Match length 


147 


% identity 


54 


NCBI Description 


(Y17386) putative In2 


Seq. No. 


208614 


Seq. ID 


LIB3135-003-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl370162 


BLAST score 


587 


E value 


5.0e-61 


Ma t ch length 


115 


% identity 


97 


NCBI Description 


(X97853) RAB1A [Lotus 


Seer. No. 


208615 


Seq. ID 


LIB3135-003-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3319882 


BLAST score 


745 


E value 


2.0e-79 


Match length 


150 


% i dent it v 


96 


NCBI Description 


(AJ004 960) elonaation 




arietinuml 

t-X J— -I- -L» X X LX ILL J 




208616 


Seq. ID 


LIB3135-003-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl076501 


BLAST score 


315 


E value 


6.0e-29 


Match length 


88 


% identity 


67 



[Cicer 



NCBI Description 



cell wall protein - alfalfa >gi_3818416 (AF028841) 
proline-rich cell wall protein [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208617 

LIB3135-003-Q1-K1-F4 

BLASTX 

gl710078 

570 

7.0e-59 

142 

72 

RAB24 PROTEIN >gi_971280_ 
protein [Oryza sativa] 



dbj_BAA09947_ (D63917) RAB24 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



208618 

LIB3135-003-Q1-K1-F5 

BLASTX 

g3915847 

343 



28752 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-32 

76 

86 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

208619 

LIB3135-003-Q1-K1-F6 

BLASTX 

g625509 

689 

6.0e-73 

140 

28 

ubiquitin precursor - Arabidopsis thaliana (fragment) 



208620 

LIB3135-003-Q1-K1-F7 

BLASTX 

g3914467 

596 

5.0e-62 

146 

86 

26S PROTEASOME REGULATORY SUBUNIT S3 
>gi_1864003_dbj_BAA19252_ (AB001422) 
tabacum] 



(NUCLEAR ANTIGEN 21D7) 
21D7 [Nicotiana 



208621 

LIB3135-003-Q1-K1-G11 

BLASTX 

gl00351 

522 

3.0e-53 

122 

79 

pathogenesis-related protein 4A - common tobacco 
>gi_19962_emb_CAA41437_ (X5854 6) pathogenesis-related 
protein 4A [Nicotiana tabacum] 

208622 

LIB3135-003-Q1-K1-G2 

BLASTX 

g3779024 

647 

7.0e-68 

153 

84 

(AC005171) unknown protein [Arabidopsis thaliana] 
208623 

LIB3135-003-Q1-K1-G3 

BLASTX 

g629597 

384 

4.0e-39 
114 



28753 



% identity 

NCBI Description 



66 

proline-rich protein - rape >gi_54 502 9__bbs_14 2 66 9 (S68113) 
proline-rich SAC51 [Brassica napus=oilseed rape, pods, 
Peptide, 147 aa] [Brassica napus] 



Seq. No. 


208624 


Seq. ID 


LIB3135-003-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl545805 


BLAST score 


161 


E value 


1. Oe-11 


Match length 


101 


% identity 


48 


NCBI Description 


(D64052) cytochrome P450 like_TBP [Nicotiana 


Seq. No. 


208625 


Seq. ID 


LIB3135-003-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3319774 


BLAST score 


201 


U v a J. Li.C 


1 . 0e-15 


Match length 


44 


% identity 


84 


NCBI Description 


(Y16228) T0M7 protein [Solanum tuberosum] 


C • L ' w • 


208626 


Seq. ID 


T,TR?1 ^-00*3-01 -K1 -H2 


l it: Li lUHwi 


OXxrikJ 1A 








J / X 


Hi v Ct _L Lit. 




Match 1 pncrth 


95 


% idpntitv 


71 


NCBI Description 


(AJ224331) cystatin [Castanea sativa] 


Sea. No. 


208627 


Seq. ID 


LIB3 135-0 03-O1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4455194 


BLAST score* 


311 


F. va 1 hp 


2 Op-28 


Match length 


70 


% identity 


83 


NCBI Description 


(AL035440) putative protein [Arabidopsis thai 




208628 


Seq. ID 


LIB3135-003-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


gl67366 


BLAST score 


148 


E value 


1.0e-77 


Match length 


252 


% identity 


91 


NCBI Description 


Gossypium hirsutum peroxidase mRNA, complete 


Seq. No. 


208629 


Seq. ID 


LIB3135-003-Q1-K1-H9 



28754 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4056457 

433 

8.0e-43 

127 

63 

(AC005990) ESTs gb_234051 and gb_F13722 come from this 
gene. [Arabidopsis thaliana] 



208630 

LIB3135-004-Q1-K1-A1 

BLASTN 

gl6131 

112 

3.0e-56 

119 

98 

Arabidopsis thaliana genes for 5. 
18 S rRNA fragment 



8S rRNA and 25S rRNA with 



208631 

LIB3135-004-Q1-K1-A11 

BLASTN 

gl654276 

143 

5.0e-75 

159 

97 

Gossypium australe 5. 
transcribed spacer 1 



8S ribosomal RNA gene and internal 
and 



208632 

LIB3135-004-Q1-K1-A4 

BLASTX 

g!170606 

574 

2.0e-59 

141 

79 

ADENYLATE KINASE, CHLOROPLAST (ATP-AMP TRANSPHOSPHORYLASE) 

>gi_629863_pir S45634 adenylate kinase (EC 2.7.4.3), 

chloroplast - maize >gi__3114421_pdb_lZAK_A Chain A, 
Adenylate Kinase From Maize In Complex With The Inhibitor 
PI, P5-Bis (Adenosine-5 T -) pentaphosphate (Ap5a) 
>gi_3114422_pdb_lZAK__B Chain B, Adenylate Kinase From Maize 
In Complex With The Inhibitor 

PI, P5-Bis (Adenosine-5 T -) pentaphosphate (Ap5a) 



208633 

LIB3135-004-Q1-K1-A5 

BLASTX 

gl706547 

156 

7.0e-ll 

54 

61 

GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE, 



BASIC VACUOLAR ISOFORM 



28755 



PRECURSOR ( (l->3)-BETA-GLUCAN ENDOHYDROLASE) 

( <l->3) -BETA-GLUCANASE) ( BETA- 1 , 3-ENDOGLUCANASE } 

>gi_2129912_pir S65077 beta-1, 3-glucanase class I 

precursor - Para rubber tree >gi__1184668 (U22147) 
beta-1, 3-glucanase [Hevea brasiliensis] 



Seq. No. 


208634 


Sea ID 


LIB3 135-004 -01-K1-A8 


Method 


BLASTX 


NCBI GI 


all07526 


BLAST score 


335 


E value 


2.0e-31 


Match length 


98 


% identity 


68 


NCBI Description 


(X87931) SIEP1L protein [Beta vulgaris] 


Sea No 


208635 


Sea ID 


LIB3 135-0 04 -01-K1-B3 


Method 


RT.A^TX 


NCBI GI 


g282994 


RT.A^T c-rnrp 

J— ) J-LTTO X O^fUl C 


613 


J— 1 V d X LLC 


5 . 0e-64 


Match lenath 


132 


% identity 


81 


NCBI Dp^rri ot i on 


Sinl nrotein - barlev >ai 167100 (M77475) seed im 




protein [Hordeum vulgare] 


Sea No 


208636 


9ea TH 


LIR3135-004-O1-K1-R4 


l iC L.11UU 


RT.A^TX 


NCBI GI 


a3928543 


RT.A9T Qpnrp 

XJ J—LTAO X DUULC 


155 


F xra 1 no 
Hi vaxuc 


9 Oe-1 0 


Match lenath 


102 


"i dent" 1 "h v 


36 


NCBI Description 


(AB016819) UDP-glucose glucosyltransf erase [Arabi 




thaliana] 


Sea No 


208637 


9ea TO 


XlXO J 1 J J UU1 \/ X I\X 


Method 


BLASTX 

XJ t If iiJ 


LN ^XJ X OX 




RT.A^T qrnrp 

DLlfWi OUUiC 


232 


TT VP 1 1 1 e 


3. 0e-19 


Match lenath 


93 


% identity 


53 


NCBI Description 


(AC005770) unknown protein [Arabidopsis thaliana] 


Seq, No. 


208638 


Seq. ID 


LIB3135-004-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3201613 


BLAST score 


532 


E value 


2.0e-54 


Match length 


135 


% identity 


73 


NCBI Description 


(AC004 669) glutathione S-transf erase [Arabidopsis 



imbibition 



28756 



€1 • 



Seq. No. 


208639 


Seq. ID 


LIB3135-004-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2879811 


BLAST score 


343 


E value 


2 . Oe-32 


Match, length 


84 


% identity 


70 


NCBI Description 


(AJ223316) ribosomal protein L30 [Lupinus luteus] 


Seq. No. 


208640 


Seq. ID 


LIB3135-004-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4559382 


BLAST score 


224 


E value 


3.0e-18 


Match length 


92 


% identity 


43 


NCBI Description 


(AC006526) putative DNA binding protein [Arabidopsis 




thaliana] 


Seq. No. 


208641 


Seq. ID 


LIB3135-004-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3098571 


RT.A9T <?rorp 


203 


Hi V d JL Li.C 


4 . 0e-16 


Msir'h 1 pnrr1"h 


96 


% identitv 


43 


LN \-j i_> J. L/COLii. L±U11 


(AF04Q0?ft^ RHRP domain rnnfai ni nn nrofpi n fBrassica 


Seq. No. 


208642 


Seq. ID 


LIB3135-004-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2911280 


BLAST score 


209 


E va 1 hp 


1. 0e-16 


Ma1~ph 1 pnrrth 


50 


% identity 


76 


NCBI Description 


(U73937} PK12 Drotein kinase TNicotiana tabacuml 


Seq. No. 


208643 


Seq. ID 


LIB3135-004-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl076283 


BLAST score 


315 


E value 


4.0e-38 


Match length 


116 


% identity 


73 



NCBI Description adenylylsulfate kinase (EC 2.7.1.25) precursor - 

Arabidopsis thaliana >gi_414737_einb_CAA53426_ (X75782) APS 
kinase [Arabidopsis thaliana] >gi_450235 (U05238) APS 
kinase [Arabidopsis thaliana] >gi_1575322 (U59759) APS 
kinase [Arabidopsis thaliana] >gi_3252812 (AC004705) APS 
kinase [Arabidopsis thaliana] 



28757 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208644 

LIB3135-004-Q1-K1-D3 

BLASTX 

g3183088 

209 

1.0e-16 

71 
56 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034__emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208645 

LIB3135-004-Q1-K1-D9 

BLASTX 

g266690 

345 

1.0e-32 

99 

72 

OLEOSIN 18.2 KD >gi_167363 (L00935) 18.2 
[Gossypium hirsutum] >gi_167365 (L00936) 
*£Gossypium hirsutum] 



kDa oleosin 
18.2 kDa oleosin 



208646 

LIB3135-004-Q1-K1-E1 

BLASTX 

g3249099 

470 

3.0e-47 

137 

68 

(AC003114) EST gb__T21244 comes from this gene, 
thaliana] >gi_4220616_dbj_BAA74591_ (AB021936) 
nicotianamine synthase [Arabidopsis thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208647 

LIB3135-004-Q1-K1-E3 

BLASTX 

g2997684 

286 

1.0e-25 

65 

80 

(AF053302) putative transcriptional co-activator 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208648 

LIB3135-004-Q1-K1-E6 

BLASTN 

g2264318 

33 

5.0e-09 

89 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 



PI clone: 



28758 



©' 



MUP24, complete sequence [Arabidopsis thaliana] 



Seq. No. 


208649 


Seq. ID 


LIB3135-004-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g559005 


BLAST score 


230 


E value 


3.0e-19 


Match length 


88 


%■ identity 


53 


NCBI Description 


(U15933) ascorbate peroxidase [Nicotiana tabacum] 


Seq. No. 


208650 


Seq. ID 


LIB3135-004-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4539660 


BLAST score 


260 


E value 


2.0e-22 


Match length 


91 


% identity 


52 


NCBI Description 


(AF061282) polyprotein [Sorghum bicolor] 


Seq. No. 


208651 


Seq. ID 


LIB3135-004-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl351030 


BLAST score 


556 


E value 


5.0e-57 


Match length 


145 


% identity 


79 


NCBI Description 


RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR 



KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi_289365 
(M35599) 60-kDa chaperonin-60 alpha-polypeptide precursor 
[Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208652 

LIB3135-004-Q1-K1-F2 

BLASTX 

g4490705 

398 

9.0e-44 

110 

87 

(AL035680) ribosomal protein L14-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208653 

LIB3135-004-Q1-K1-F3 

BLASTX 

g2388575 

170 

6.0e-12 

75 

48 

(AC000098) 



YUP8H12.18 [Arabidopsis thaliana] 



Seq. No. 



208654 



28759 



II • 



Seq. ID 


LIB3135-004-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2213871 


BLAST score 


299 


E value 


4.0e-27 


Match length 


72 


% identity 


85 


NCBI Description 


fAF*0031?6} DO 1 v ( A ) — hH nH i nrr ri *rn +■ p> t n TM^c;pvmH*r\73'n+*Vi*=i'mnTri 




crystal linum] 


Seq. No. 


208655 

w v v v 


Seq. ID 


LIB3135-004-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4220515 


BLAST score 


235 


E value 


1.0e-19 


Match length 


59 


% identity 


71 


NCBI Description 


(AL035356} Dutative DJ"o1~p"i n rArshi finrmi "hlns 1 "i ana T 


Seq. No. 


208656 


Seq. ID 


LIB3135-004-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2497752 


BLAST score 


294 


E value 


1.0e-26 


Match length 


96 


% identi1~v 


59 




NON^PFHTFTP' T.TPTn— TRAW^FFR PPnTFTNI 1 PRFPHPCmP f T TP "M 
ViKJViO S. rj\^± E J.\s Xj±C±U I tSriViOC Hits, c t\\J I Ei J. IN ± IT r\iljU Ur\oUi\ \LiLtr ±) 




-^y.*- J- cull? ^rLH.ojft/o \Ar?o/±ftj -Lxpxa. uiansier protein 




FPrunus dul p i 55 1 


Seq. No, 


208657 


Seq. ID 


LIB3135-004-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl694621 


BLAST score 


352 


E value 


2 Oe-33 


Match length 


75 


% identity 


88 


NCBI Description 


fD708951 3-ket oarvl -CoA fhinla«ip rrnmrh-it-p <=;r> 1 


Seq* No. 


208658 


Seq. ID 


LIB3135-004-O1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3924597 


BLAST score 


192 


E value 


1 . Oe-14 


Match length 


86 




Al 




^ruD^^fiz; putdtive oxiaoreaucLase L^raoiaopsis tnaiianaj 


Seq. No. 


208659 


Seq. ID 


LIB3135-004-O1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2342727 


BLAST score 


345 




28760 



E value 


2 . Oe-32 


Match length 


89 


% identity 


71 


NCBI Description 


(AC002341) hypothetical protein [Arabidopsis thaliana] 


Sea. No. 


208660 


Seq. ID 


LIB3135-004-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl743277 


BLAST score 


732 


E value 


8.0e-78 


Match length 


144 


% identity 


97 


NCBI Description 


(Y09741) beta-tubulin 1 [Hordeum vulgare] 


Seq, No. 


208661 


Seq. ID 


LIB3135-004-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3157941 


BLAST score 


240 


E value 


4.0e-20 


Match lencrth 


92 


% identitv 


46 


LH \_/ JJ J. J_y \^ O ^ -L. _1_ L» J. W 1 1 


f APO f) ? 1 ^ 1 \ f'nTTt - a l nQ ^"lTnTl^T*H"t"\/ +" t~i "h \rr\f > i+" hot* 1 pal Tir*^"! - o "l Ti 




ob U95973 from A. thaliana. TArabidoosis thaliana! 




208662 


Sea. ID 


LIB3135-004-O1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2208944 


BLAST score 


362 


E value 


1. 0e-39 


Match Ipncrth 


114 


S; -i Hon f- "1 "j- \/ 


74 


NCBI Description 


(Y11120) nodulin - 35 hoitiologue [Arabidopsis thaliana] 


Sea No 


208663 


Seq. ID 


LIB3135-005-O1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3236248 


BLAST score 


457 


E value 


8 Oe-4 6 


Match lenath 


117 


% identitv 


75 


NCBI Description 


(AC004684) unknown orotpin f Arab i don *=? thaliana! 


Sea No 




Seq. ID 


LIB3135-005-O1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3986110 


BLAST score 


467 


E value 


4.0e-47 


Match length 


102 


% identity 


91 


NCBI Description 


(AB012716) heat shock protein 70 cognate [Salix gilgiar 


Seq. No. 


208665 



28761 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



LIB3135-005-Q1-K1-A12 

BLASTX 

gl854386 

237 

4.0e-20 

67 
67 

(AB001375) 
vinifera] 



similar to soluble NSF attachment protein [Vitis 



Qprr No 


208666 

^Li \J \J \J \J \J 


Seq. ID 


LIB3135-005-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4335735 


BLAST score 


349 


R V3 1 IIP 

1_J Vu±UC 


4 Oe-33 


LAG 1C11U L-ll 


123 


9- A H can 1~ i 1~\7 
O _HJ.tJllt_.LLy 


>J o 


KTfRT F)c--<5r , Y*i Tit" i ot» 


fACOO 62481 hvnothetical nrot 




<C U O D D / 


Spa ID 


LIB3135-005-O1-K1-B10 


Mpt* hod 


BLASTX 


NCBI GI 


g2961352 


BLAST score 


427 


E value 


4.0e-42 


Match length 


105 


% identity 


82 


NCBI Description 


(AL022140) putative protein 


Seq. No. 


208668 


Seq. ID 


LIB3135-005-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


gll72811 


BLAST score 


375 


E value 


2.0e-36 


Match length 


76 


% identity 


91 


NCBI Description 


60S RIBOSOMAL PROTEIN L10-1 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_1076751_pir S4 9575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 

208669 

LIB3135-005-Q1-K1-B3 

BLASTX 

g4512698 

261 

9.0e-23 

127 

43 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
208670 

LIB3135-005-Q1-K1-B5 

BLASTX 

g3738320 



28762 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



458 

7.0e-46 

116 

75 

(AC005170) 
thaliana] 



putative cinnamoyl CoA reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208671 

LIB3135-005-Q1-K1-B6 

BLASTX 

g3738320 

276 

1.0e-24 
109 
55 

(AC005170) 
thaliana] 



putative cinnamoyl CoA reductase [Arabidopsis 



208672 

LIB3135-005-Q1-K1-B7 

BLASTX 

g3913182 

298 

4.0e-27 

113 

47 

CINNAMYL-ALCOHOL DEHYDROGENASE (CAD) 
>gi_2239258_emb_CAA74070_ (Y13733) cinnamyl alcohol 
dehydrogenase [Zea mays] 

208673 

LIB3135-005-Q1-K1-B9 

BLASTX 

g465740 

156 

2.0e-10 

117 

7 

HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME III 

>gi_630513_pir S44 609 hypothetical protein C02F5.7 - 

Caenorhabditis elegans >gi_289614 (L14745) homology with 
glucose induced repressor, GRR1; putative [Caenorhabditis 
elegans ] 

208674 

LIB3135-005-Q1-K1-C2 

BLASTX 

gl945611 

266 

2.0e-23 

129 

43 

(AB003103) 26S proteasome subunit p55 [Homo sapiens] 
>gi_4506221_ref_NP_002807 . l_pPSMD12_ proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 



Seq. No. 



208675 



28763 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LrB3135-005-Ql-Kl-C3 

BLASTX 

g3421104 

360 

1.0e-58 

139 

84 

(AF043531) 20S proteasome beta subunit PBB2 [Arabidopsis 
thaliana] 

208676 

LIB3135-005-Q1-K1-C4 

BLASTX 

gl881585 

335 

2.0e-31 

125 

62 

(U72489) remorin [Solanum tuberosum] 
208677 

LIB3135-005-Q1-K1-C6 

BLASTX 

g3377797 

222 

4.0e-18 

50 

94 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

208678 

LIB3135-005-Q1-K1-C8 

BLASTX 

g544242 

389 

1.0e-37 

121 

69 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_4854 98_pir S33533 heat shock protein 90 homolog 

precursor - barley >gi_22652_emb_CAA48143_ (X67960) GRP94 
homologue [Hordeum vulgare] 

208679 

LIB3135-005-Q1-K1-D11 

BLASTX 

g2827528 

493 

6.0e-50 

133 

75 

(AL021633) predicted protein [Arabidopsis thaliana] 



28764 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208680 
^LIB3135-005-Ql-Kl-D5 

"blastx 

g!350984 
133 

9.0e-10 

120 
45 

4 OS RIBOSOMAL PROTEIN S3A >gi_4 69248 
protein S3a [Helianthus annuus] 



(L31645) ribosomal 



Seq. No. 


208681 




Seq. ID 


LIB3135-005-Q1-K1-D7 




Method 


BLASTX 




NCBI GI 


g3915826 




BLAST score 


404 




E value 


1.0e-39 




Match 1 pncrth 


116 




% identity 


68 






60S RIBOSOMAL PROTEIN 


L5 


Sea No 


208682 




Seq. ID 


LIB3135-005-Q1-K1-E11 




Method 


BLASTX 




NCBI GI 


g486784 




BLAST score 


337 




E value 


1.0e-31 




Match length 


97 




% identity 


25 




NCBI Description 


Golgi-associated particle 


Seq. No. 


208683 




Seq. ID 


LIB3135-005-Q1-K1-E4 




Method 


BLASTX 




NCBI GI 


g3850571 




BLAST score 


329 




E value 


2.0e-35 




Match length 


83 




% identity 


95 




NCBI Description 


(AC005278) Similar to 


gb_ 



human 



homolog Sm-X5 from Mus musculus. EST gb_AA612141 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



208684 

LIB3135-005-Q1-K1-E6 

BLASTX 

g4539452 

180 

2.0e-13 

42 

74 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

208685 

LIB3135-005-Q1-K1-F11 
BLASTX 



28765 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
' % identity 
NCBI Description 



g2827528 
487 

3.0e-49 

139 

72 

(AL021633) 



predicted protein [Arabidopsis thaliana] 



208686 

LIB3135-005-Q1-K1-F2 

BLASTX 

gl076621 

302 

2.0e-27 

71 

80 

cytochrome b5 - common 
(X71441) cytochrome b5 



tobacco >gi_296386_emb_CAA50575_ 
[Nicotiana tabacum] 



208687 

LIB3135-005-Q1-K1-F4 

BLASTX 

g542157 

524 

2.0e-53 

140 

72 

ribosomal 5S RNA-binding protein 



- Rice 



208688 

LIB3135-005-Q1-K1-F5 

BLASTX 

g2529683 

503 

4.0e-51 

136 

71 

(AC002535) unknown protein [Arabidopsis thaliana] 
208689 

LIB3135-005-Q1-K1-F6 

BLASTX 

g2529683 

164 

2.0e-ll 

50 
64 

(AC002535) unknown protein [Arabidopsis thaliana] 
208690 

LIB3135-005-Q1-K1-G1 

BLASTN 

gl418705 

52 

2.0e-20 

90 

90 

G.hirsutum metallothionein-like gene 



28766 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208691 

LIB3135-005-Q1-K1-G10 

BLASTX 

g3790587 

212 

6.0e-17 

92 
55 

(AF079182) 
thaliana] 



RING-H2 finger protein RHF2a [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



208692 

LIB3135-005-Q1-K1-G5 

BLASTX 

g2267567 

390 

8.0e-38 

85 

89 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

208693 

LIB3135-005-Q1-K1-G7 

BLASTX 

g2119043 

294 

1.0e-26 

70 

81 

glycine-rich RNA-binding protein RGP-lc - wood tobacco 
208694 

LIB3135-005-Q1-K1-G9 

BLASTX 

gl731141 

142 

1.0e-08 

105 

37 

HYPOTHETICAL 90.8 KD PROTEIN T05H10.7 IN CHROMOSOME II 
>gi_3878112_emb_CAA87788_ (Z47811) similar to 
glycerophosphoryl diester phosphodiesterase domain; cDNA 
EST EMBL:D27842 comes from this gene; cDNA EST EMBL:D27841 
comes from this gene; cDNA EST EMBL:D32990 comes from this 
gene; cDNA EST EMBL:D35712 comes... 
>gi_3879502_emb_CAA87796_ (247812) similar to 
glycerophosphoryl diester phosphodiesterase domain; cDNA 
EST EMBL:D27842 comes from this gene; cDNA EST EMBL:D27841 
comes from this gene; cDNA EST EMBL:D32990 comes from this 
gene; cDNA EST EMBL:D35712 comes 

208695 

LIB3135-005-Q1-K1-H1 
BLASTX 



28767 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2739279 
302 

1.0e-27 

113 

51 

(AJ223177) short chain alcohol dehydrogenase [Nicotiana 
tabacum] >gi_2791348_emb__CAA11154__ (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PI clone: 



208696 

LIB3135-005-Q1-K1-H6 
BLASTN 
g4220643 
39 

1.0e-12 

89 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 

208697 

LIB3135-006-Q1-K1-A2 

BLASTX 

g!20669 

536 

6.0e-55 

106 

94 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

208698 

LIB3135-006-Q1-K1-A3 

BLASTX 

g4467359 

304 

1.0e-27 

116 
57 

(AJ002685) Phosphatidylinositol 4-kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



208699 

LIB3135-006-Q1-K1-B1 

BLASTX 

g3868859 

146 

3.0e-09 

71 

49 

(AB013887) RAV2 [Arabidopsis thaliana] 
208700 

LIB3135-006-Q1-K1-B2 



28768 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl418705 

77 

8.0e-36 

118 

92 

G.hirsutum metallothionein-like gene 
208701 

LIB3135-006-Q1-K1-B6 

BLASTX 

g2764941 

385 

3.0e-37 

101 

67 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208702 

LIB3135-006-Q1-K1-B8 

BLASTX 

g3176686 

257 

3.0e-22 

127 

45 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208703 

LIB3135-006-Q1-K1-C1 

BLASTX 

g2244970 

189 

8.0e-15 

51 
67 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb_CAA74765__ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



208704 

LIB3135-006-Q1-K1-C3 

BLASTX 

g4098321 

703 

2.0e-74 

136 

99 

(U76745) beta-tubulin 
208705 

LIB3135-006-Q1-K1-C6 
BLASTX 



2 [Triticum aestivum] 



28769 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g3746069 
143 

7.0e-09 

86 
38 

(AC005311) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



208706 

LIB3135-006-Q1-K1-C8 

BLASTX 

g464775 

574 

2.0e-59 

122 
87 

SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi_542013_pir S39492 

superoxide dismutase - Para rubber tree >gi_34 8137 (L117 07) 
superoxide dismutase (manganese) [Hevea brasiliensis] 

208707 

LIB3135-006-Q1-K1-D1 

BLASTX 

gl22770 

399 

8.0e-39 

89 

87 

HEMOGLOBIN II >gi__99509_pir 
oak >gi_l 801 5_emb_CAA3 7 8 9 8__~ 
glauca] 



__S13378 hemoglobin II - swamp 
(X53950) hemoglobin [Casuarina 



208708 

LIB3135-006-Q1-K1-E1 

BLASTX 

g3599940 

146 

2.0e-09 

64 

42 

(AF017368) faciogenital dysplasia protein 2 
208709 

LIB3135-006-Q1-K1-G6 

BLASTN 

g434990 

32 

8.0e-09 

127 
88 

O.berteriana mitochondrial trnl gene 
208710 

LIB3135-006-Q1-K1-H1 

BLASTX 

g2894570 

153 



[Mus mus cuius] 



28770 



E value 
Match length 
% identity 
NCBI Description 



5-0e-10 

119 

36 

(AL021890) hypothetical protein [Arabidopsis thaliana] 
>gi_2961337_emb_CAA18095.1__ (AL022140) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 


208711 


Seq. ID 


LIB3135-006-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


a3935167 


BLAST score 


385 


E value 


3.0e-37 


Match length 


119 


% identity 


68 


NCBI Description 


(AC004557) F17L21.10 


Seq. No. 


208712 


Seq. ID 


LIB3135-006-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2459417 


BLAST score 


308 


E value 


3.0e-28 


Match length 


84 


% identity 


74 


NCBI Description 


(AC002332) putative ] 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



[Arabidopsis thaliana] 
208713 

LIB3135-007-Q1-K1-A12 

BLASTX 

gl709498 

525 

1.0e-53 

144 

63 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

208714 

LIB3135-007-Q1-K1-A2 

BLASTX 

g3242722 

221 

4.0e-18 

100 

46 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 

208715 

LIB3135-007-Q1-K1-B2 

BLASTX 

g3122388 

300 



28771 



E value 


2 . Oe-27 


Match length 


66 


% identity 


55 


NCBI Description 


WD-40 REPEAT PROTEIN MSI2 >gi 2394231 (AF016847) WD-40 




repeat protein [Arabidopsis thaliana] 


Seq. No. 


208716 


Seq. ID 


LIB3135-007-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3851636 


BLAST score 


428 


E value 


3.0e-42 


Match length 


105 


% identity 


78 


NCBI Description 


(AF098519) unknown TAvicennia marinal >cH 41 9R?Ci6 




(AF056316) 4 OS ribosome protein S7 [Avicennia marina] 


Seq. No. 


208717 


Seq. ID 


LIB3135-007-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3885884 


BLAST score 


402 


E value 


3.0e-39 


Match length 


85 


% identity 


88 - 


NCBI Description 


(AFO 93630) 60S ribosomal protein L21 [Oryza sativa] 


Seq. No. 


208718 


Seq. ID 


LIB3135-007-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3885884 


BLAST score 


359 


E value 


2.0e-34 


Match length 


85 


% identity 


80 


NCBI Description 


(AF093630) 60S ribosomal protein L21 [Oryza sativa] 


Seq. No. 


208719 


Seq. ID 


LIB3135-007-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl710780 


BLAST score 


337 


E value 


1.0e-31 


Match length 


95 


% identity 


73 


NCBI Description 


40S RIBOSOMAL PROTEIN S9 (SI) >ai 1^?1917 pmh CAAttAII 








anserina] 


Seq. No. 


208720 


Seq. ID 


LIB3135-007-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2735246 


BLAST score 


256 


E value 


3.0e-29 


Match length 


120 


% identity 


59 



28772 



© 



NCBI Description (U89678) protein kinase [Ly coper si con esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208721 

LIB3135-007-Q1-K1-D10 

BLASTX 

g3914191 

240 

2.0e-20 

80 
55 

UDP-N-ACETYLGLUCOSAMINE — PEPTIDE 
N-ACETYLGLUCOSAMINYLTRANSFERASE 110 KD SUBUNIT 
TRANSFERASE P110 SUBUNIT) >gi_1931579 (U76557) 
transferase, pllO subunit [Rattus norvegicus] 



(O-GLCNAC 
O-GlcNAc 



208722 

LIB3135-007-Q1-K1-D2 

BLASTX 

g549986 

184 

1.0e-13 

46 
80 

(U13149) possible apospory-associated protein [Pennisetum 
ciliare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208723 

LIB3135-007-Q1-K1-D3 

BLASTN 

g4455189 

37 

2.0e-ll 

37 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F10M23 



Seq. No. 


208724 


Seq. ID 


LIB3135-007-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


144 


E value 


1.0e-09 


Match length 


48 


% identity 


56 


NCBI Description 


(AC005169) unknown protein 


Seq. No. 


208725 


Seq. ID 


LIB3135-007-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g629858 


BLAST score 


117 


E value 


4.0e-10 


Match length 


89 


% identity 


42 


NCBI Description 


protein kinase C inhibitor 



28773 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208726 

LIB3135-007-Q1-K1-D6 

BLASTX 

g629483 

234 

1.0e-19 

107 
49 

gene 1-Sc3 protein - European white birch 

>gi_5348 98_emb_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi__1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208727 

LIB3135-007-Q1-K1-E1 

BLASTX 

gll73209 

271 

3.0e-24 

63 

89 

4 OS RIBOSOMAL PROTEIN S16 >gi_54 1835_pir S41193 ribosomal 

protein S16 protein - upland cotton 

>gi_439654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208728 

LIB3135-007-Q1-K1-E10 

BLASTX 

g3805765 

161 

2.0e-ll 

72 

47 

(AC005693) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208729 

LIB3135-007-Q1-K1-E11 

BLASTX 

g2829923 

441 

6.0e-44 

112 

48 

(AC002291) Similar to uridylyl transferases [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208730 

LIB3135-007-Q1-K1-E4 

BLASTX 

gl350680 

203 

3.0e-21 

69 
76 

60S RIBOSOMAL PROTEIN LI 



28774 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208731 

LIB3135-007-Q1-K1-E9 

BLASTX 

g2829923 

295 

5.0e-27 

87 

68 

(AC002291) 
thaliana] 



Similar to uridylyl transferases [Arabidopsis 



208732 

LIB3135-007-Q1-K1-F10 

BLASTX 

g3024432 

478 

3.0e-48 

108 

88 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX ALPHA SUBUNIT) >gi_1930070 (U9254 0) proteasome 
alpha subunit [Oryza sativa] 

208733 

LIB3135-007-Q1-K1-F5 

BLASTX 

g82426 

582 

2.0e-60 

122 

45 

ubiquitin precursor - barley (fragment) 

>gi_755763_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 

208734 

LIB3135-007-Q1-K1-F8 

BLASTX 

g2462753 

215 

1.0e-17 

81 

54 

(AC002292) putative polygalacturonase [Arabidopsis 
thaliana] 

208735 

LIB3135-007-Q1-K1-G10 

BLASTX 

g461987 

163 

2.0e-ll 

99 

43 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_82042_pir JS0719 translation elongation factor eEF-1 

alpha chain - carrot >gi_217913_dbj_BAA02205_ (D12709) 



28775 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



elongation factor 1-alpha [Daucus carota] 



208736 

LIB3135-007-Q1-K1-G3 

BLASTX 

gl703375 

564 

3.0e-58 

111 

98 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi 965483 dbj BAA08259 (D45420) 



208737 

LIB3135-007-Q1-K1-G4 

BLASTX 

g2660664 

164 

2.0e-ll 

54 

56 

(AC002342) unknown protein [Arabidopsis thaliana] 
208738 

LIB3135-007-Q1-K1-H11 

BLASTX 

g730645 

356 

7.0e-34 

129 

58 

40S RIBOSOMAL PROTEIN S15 >gi_629556__pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA80679_ 

(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 

[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 

208739 

LIB3135-007-Q1-K1-H12 

BLASTX 

gl001755 

143 

6.0e-09 

79 

11 

(D64004) hypothetical protein [Synechocystis sp.] 
208740 

LIB3135-007-Q1-K1-H2 

BLASTX 

gl619300 

522 

5.0e-58 
130 



28776 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X95269) LRR protein [Lycopersicon esculentum] 



208741 

LIB3135-007-Q1-K1-H7 

BLASTN 

g525331 

46 

7.0e-17 

66 

92 

Pisum sativum Alaska alpha-tubulin 
cds 



(TubAl) gene, complete 



Q/^Z-T VT/-V 


208742 


Sea ID 


LIB3135-008-O1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl709498 
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i-haT-i ana ">rrT fi fi 7 "3 QH o-m'h PJl&^IAII fYfiQnflfi^ n^mnt- i n 

Ullct -L J-dild /'yl OO / J trlLliJ ^rlnDll 11 ^AO JUUO / UoiUULlil 




r Z\ y* a l"i "i <^\t^ QTO "hha T i ana 1 


Corf \Tr\ 

oeq. inu * 






T.TR^l ^^-ODfi-ni -K1 -A? 
jjiDJi j j uuo yi i\ j. raz. 


Method 


BLASTX 


NCBI GI 


g4539324 


BLAST score 


222 


E value 


4.0e-18 


Match length 


143 


% identity 


45 


NCBI Description 


(AL035679) kinesin like protein [Arabidopsis thaliana] 


Seq. No. 


208744 


Seq. ID 


LIB3135-008-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3080402 


BLAST score 


564 


E value 


3.0e-58 


Match length 


143 


% identity 


78 


NCBI Description 


(AL022603) putative NADPH quinone oxidoreductase 




[Arabidopsis thaliana] >gi_4 4 55266_emb_CAB36802 . 1_ 




(AL035527) putative NADPH quinone oxidoreductase 




[Arabidopsis thaliana] 



Seq. No* 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



208745 

LIB3135-008-Q1-K1-B1 

BLASTX 

g!888357 

262 

8.0e-23 
112 



28777 



% identity 

NCBI Description 



57 

(X98130) alpha-mannosidase [Arabidopsis thaiiana] 
>gi_1890154_ernb_CAA72432__ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaiiana] 





Sea. No. 


208746 




Seq. ID 


LIB3135-008-Q1-K1-B11 




Method 


BLAST N 




NCBI GI 


g2558961 




BLAST score 


111 




E value 

J—J V _i -i- 


1. Oe-55 




Match length 


135 




& i dent" "i 1~ v 


96 




NPRT np^rrirjfi nn 


Gossypiuiu hirsutum histone H2B1 mRNA, complete cds 




Seq. No. 


208747 




Seq. ID 


LIB3135-008-Q1-K1-B4 




Method 


BLASTX 




NCBI GI 


all03318 




RLAST qrnrp 
jjuriij i Ovvic 


160 


. •==_■ 
■ass? 


V3 1 IIP 
£j V GL-L. LLC 


5.0e-ll 


y * 


M^tr*}"! 1 enrrt"h 


116 




%. i Hon - ! - 1 *t~\7 


36 


03 


NCBI Description 


(X78818) casein kinase I [Arabidopsis thaiiana] 






>gi 2244791 emb CAB10213.1 (Z97336) casein kinase I 


o 




[Arabidopsis thaiiana] 




Seer No 


208748 




^err TD 


LIB3135-008-O1-K1-B8 


= 


l it; _.__<_/(__ 


RLASTX 




NCBI GI 


g4455246 


n 


RLA^T Qrnrp 

.DJ_l.ii.L_} J. 


220 




Hi VC1XU.C 


7 . 0e-18 


.._=. 


Ma t ph 1 encr t* h 


90 




& 1 Hpnt" 1 f" V 
0 -L L~CL1 t — L 


49 


O 


NPRT npqpri nt" i on 


(AL035523) putative protein [Arabidopsis thaiiana] 




Seq. No. 


208749 




Sea ID 


LIB3135-008-O1-K1-C1 




Mo"f~ hoH 

L J.G L11UU 


RLASTX 




WfDT (IT 


y \J eU _. *J 




RT.A^T qnnrp 
Diiriij i ouuic 


142 




J—i V aiuc 


9. Oe-09 




Mafph 1 onrrfh 

LiCl L.^.1A xcliy Lli 


*± \> 




O J- v-LC! 11' — L _. y 


63 




NPRT r.e«?PT"i nt "i nn 


(AC002329) predicted protein similar to S.pombe prote 






C5H10.03 [Arabidopsis thaiiana] 




Seq. No. 


208750 




Seq. ID 


LIB3135-008-Q1-K1-C12 




Method 


BLASTN 




NCBI GI 


g2924257 




BLAST score 


190 




E value 


1.0e-102 




Match length 


370 




% identity 


44 




NCBI Description 


Tobacco chloroplast genome DNA 



28778 




Seer No. 


208751 


c ftrr Tip) 
Oc(]i ijj 


LTB3 135-00 8 -01-K1-C3 


4- Vi pi H 
L v lfc; L.1 iL»>LJ. 


BLASTX 


NCBI GI 


g4102861 


BLAST score 


4 60 


IT ITS 1 lip 


5 . Oe-46 


lid L-Oll JLCily Lll 


92 


X> • 1 Ucli Liuy 


91 




(AF016893) copper/ zinc-superoxide dismutase [Populus 




■h r*p7rm 1 on rle*5 "1 


Sea No. 


208752 


JC^ • X u 


LIB3135-008-O1-K1-C6 


Method 


BLASTX 


NCBI GI 


g829169 




136 


Hi V a. -L LLC 


2 . Oe-14 


l v la.LOll Xciiy L1I 






63 


MPRT nacpTi r"ii — ! oti 
LNL^Bl UcbUIl|JLXUii 


fT, 33963^ beta-tubulin TOrvza satival 




208753 


C^pr Tf) 

ot;^ • X u 


LIB3 135-00 8 -01-K1-D1 


Method 


BLASTX 


NCBI GI 


g2832677 


IDT TV CT* Q PAVA 


298 


Hi value 


J • L/C i 


jyiar.cn ienyi.ii 




^ X(J.fc;il L. X L._y 


50 


NUtsj. uescription 


( at 0917 1 *?\ h\mnrh^f i ral nrotein TArabidoDsis thallanal 




208754 


oeq > id 


T.TR^T ?S-00R-O1 -K1 -Dll 


Method 


BLASTX 


NCBI GI 


g2980770 


DLinoi oowxe 


313 


Hi val Lit; 


8 Oe-29 


i v ici L.<—ll XtJIiy Uli 


121 


% i H pn t" ■) t* v 


52 


IN^-DX L/eotlipLlUU 


^aT.0991QP^ mitat-'i vp nrotein kinase TArabidoDsis thaliana 




208755 


C^pr Tf) 
JC^i X u 


LIB3135-008-O1-K1-D12 


TvjT^s "I - 




vrpi'D T 

JNL,r>± \jL 


yj i 


BLAST score 


530 


E value 


3.0e-54 


naL.Uii icily lii 


143 

X 1 J 


^ luciiLity 




iNUrji uescription 


/■ zipn ^Q9 qp \ q "i m i "l at* +ti ATP^^ect a^^nni at/^d with various 




cellular activites (Pfam: AAA.hmm, score: 230.91) 




[Arabidopsis thaliana] 


Seq. No. 


208756 


Seq. ID 


LIB3135-008-Q1-K1-D2 


Method 


BLASTX 



28779 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl67367 
448 

1.0e-44 

85 
100 

(L08199) peroxidase [Gossypium hirsutum] 
208757 

LIB3135-a08-Ql-Kl-D5 

BLASTX 

g2129651 

467 

7.0e-47 

124 

72 

myosin heavy chain ATM2 - Arabidopsis thaliana (fragment) 
>gi_4 99045_emb_CAA84065_ (Z34292) myosin [Arabidopsis 
thaliana] 

208758 

LIB3135-008-Q1-K1-D8 

BLASTX 

g629483 

348 

7.0e-33 

124 

57 

gene 1-Sc3 protein - European white birch 

>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 


208759 


Seq. ID 


LIB3135-008-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3451067 


BLAST score 


182 


E value 


2.0e-13 


Match length 


63 


% identity 


56 


NCBI Description 


(AL031326) putative protein 


Seq. No. 


208760 


Seq. ID 


LIB3135-008-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4106538 


BLAST score 


509 


E value 


9.0e-52 


Match length 


141 


% identity 


71 


NCBI Description 


(AF104220) gamma-tocopherol 




thaliana] 


Seq. No. 


208761 


Seq. ID 


LIB3135-008-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gll2972 



[Arabidopsis 



28780 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



418 

5.0e-41 

138 
58 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 
>gi_167546 (M92660) aspartate aminotransferase [Daucus 

carota] >gi_445587_prf 1909339A Asp aminotransferase 

[Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208762 

LIB3135-008-Q1-K1-F1 

BLASTX 

g4127456 

357 

5.0e-34 

124 

32 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208763 

LIB3135-008-Q1-K1-F11 

BLASTX 

gl703108 

707 

6.0e-75 

144 

96 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 

thaliana >gi_2129528 _pir S68107 actin 7 

thaliana >gi_1049307 (U37281) actin-2 
thaliana] >gi_1943863 (U27811) actin7 
thaliana] 



Arabidopsis 
Arabidopsis 
[Arabidopsis 
[Arabidopsis 



Seq. No. 


208764 


Seq. ID 


LIB3135-008-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g286001 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


106 


% identity 


31 


NCBI Description 


(D13630) KIAA0005 [Homo sapiens] 


Seq. No. 


208765 


Seq. ID 


LIB3135-008-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl732365 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


58 


% identity 


53 


NCBI Description 


(U80271) proline rich protein [Malus 


Seq. No. 


208766 


Seq. ID 


LIB3135-008-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


g2829205 



28781 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



198 

1.0e-107 

430 

22 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



ij tS ^ • IN Vj • 


208767 


Sea. ID 


LIB3135-008-Q1-K1-F7 




RT.ACJTX 

DJinO L /i. 


NP"RT 

LN^-Dl \J .l 




BLAST snore 


156 


E value 

J—J V -1— ^iv 


2.0e-10 


Msi"ph 1 pnnf h 


96 




44 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana] 


oeq. no. 


9HQ7 £P 
iUO / DO 


Q nrx T Pi 

oeq. XJJ 


t tr^i nnfi— ni -t^i — tq 


MetinoQ 


JD-LiriO 1 A 






dLiAo i score 




E value 


i • ue DD 


L v ldLOIl Icily L XI 


14 J 


% identity 


O J 


NCBI Description 


(AC004392) Strong similarity to coatamer alpha subunit 




(HEPCOP) homolog gb__U24105 from Homo sapiens. [Arabidops 




T»nanana j 


oeq. ino . 


9 flfl 7 fiQ 
^UO / 0:7 


c Qrr rpi 


LiDJiJJ UUO ^J-L r\.± ul 


ncLnOU 


RT a^TY 
JDJ-ltiO I A 




rr9£7^ft £ft 
D / OOOO 


T3 T .ACT 1 qpnres 


1 7R 




8 Oe-13 


lYiauOll Icily til 


O O 






NCBI Description 


(Y14856) fimbriata-associated protein [Antirrhinum majus 


Cn« TvTr\ 
OcCJ ■ INO • 


iUO / / U 


oeq. 1L) 


iiiDjijj uuo yi j\i ui u 


Method 


DT flQrpV 

OLii-io 1 A 




rr9fi7nP9 


nitiiibi score 


JOJ 


E value 


l . ue— J4 


Match length 


114 


% identity 


64 


NCBI Description 


TUBULIN BETA- 8 CHAIN >gi 32018 9 pir JQ1592 tubulin beta 




chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 




tubulin [Arabidopsis thaliana] 


Seq. No. 


208771 


Seq. ID 


LIB3135-008-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3598857 


BLAST score 


256 


E value 


1.0e-25 



28782 



Match length 


142 


% identity 


46 


NCBI Description 


(AF07244 




trif ida] 


Seq. No. 


208772 


Seq. ID 


LIB3135- 


Method 


BLASTX 


NCBI GI 


g3860308 


BLAST score 


170 


E value 


5. 0e-12 


Match length 


53 


% identity 


68 


NCBI Description 


(AJ01268 


Seq. No. 


208773 


Seq. ID 


LIB3135- 


Method 


BLASTX 


NCBI GI 


gl848212 


BLAST score 


306 


E value 


4.0e-28 


Match length 


108 


% identity 


39 


NCBI Description 


(Y11209) 




tabacum] 


Sea. No. 


208774 


Seq. ID 


LIB3135- 


Method 


BLASTX 


NCBI GI 


g2345148 


BLAST score 


144 


E value 


6.0e-09 


Match length 


56 


% identity 


52 



hypothetical protein [Cicer arietinum] 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AF014821) developmentally regulated GTP binding protein 
[Pisum sativum] 

208775 

LIB3135-008-Q1-K1-G5 

BLASTX 

g584706 

170 

3.0e-12 

70 

57 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14 673) aspartate aminotransferase [Oryza sativa} 

208776 

LIB3135-008-Q1-K1 -G6 

BLASTX 

gll69451 

177 

8.0e-13 
106 



28783 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



No. 

ID 



Seq. 
Seq. 

Method 
NCBI GI 



37 

PROBABLE GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE A6 PRECURSOR 

( ( l->3) -BETA-GLUCAN ENDOHYDROLASE) { ( l->3 ) -BETA-GLUCANASE) 

{ BETA- 1 , 3 - ENDOGLUCANASE ) >gi_3 2 2 5 1 0_p i r S 31906 

beta-1, 3-glucanase homolog - Arabidopsis thaliana 
>gi_22677_emb_CAA49853_ (X70409) A6 [Arabidopsis thaliana] 
>gi_2244764_emb_CAB10187_ (Z97335) AMP-binding protein 
[Arabidopsis thaliana] 

208777 

LIB3135-008-Q1-K1-H2 

BLASTX 

g2662341 

537 

3.0e-55 

110 

94 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj__BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

208778 

LIB3135-008-Q1-K1-H6 

v 6lastx 

g2244970 



BLAST score 


216 


E value 


2.0e-17 


Match length 


89 


% identity 


48 


NCBI Description 


(Z97340) hypothetical protein [Arabidopsis 




>gi_2326365_emb_CAA74765__ (Y14423) putative 




protein [Arabidopsis thaliana] 


Seq. No. 


208779 


Seq. ID 


LIB3135-008-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl488052 


BLAST score 


183 


E value 


8.0e-14 


Match length 


96 


% identity 


46 


NCBI Description 


(U63927) beta-tubulin 2 [Daucus carota] 


Seq. No. 


208780 


Seq. ID 


LIB3135-009-Q1-K1-A1 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


96 


E value 


1.0e-46 


Match length 


380 


% identity 


32 


NCBI Description 


Gossypium hirsutum cultivar Siokra 1-2 prol. 




precursor (PRP) mRNA, complete cds 


Seq. No. 


208781 


Seq. ID 


LIB3135-009-Q1-K1-A2 



proline-rich protein 



28784 



CI 



MethoS 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2760347 

562 

4.0e-58 

115 
17 

(U84968) 



ubiquitin [Arabidopsis thaliana] 



208782 

LIB3135-009-Q1-K1-A4 

BLASTX 

g2829899 

204 

5.0e-16 

99 
40 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 



Seq. No. 


208783 


Seq. ID 


LIB3135-009-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4530585 


BLAST score 


355 


E value 


1.0e-33 


Match length 


83 


% identity 


76 


NCBI Description 


(AF130978) B12D protein [Ipomoea 


Seq. No. 


208784 


Seq. ID 


LIB3135-009-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4193382 


BLAST score 


389 


E value 


1.0e-37 


Match length 


86 


% identity 


85 


NCBI Description 


(AF083336) ribosomal protein S27 




>gi_4193384 (AF083337) ribosomal 




thaliana] 



[Arabidopsis thaliana] 
protein S27 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



208785 

LIB3135-009-Q1-K1-C9 

BLASTX 

g3914535 

136 

1.0e-08 

59 
47 

60S RIBOSOMAL PROTEIN L13A >gi_2791948_emb_CAA11283_ 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 

208786 

LIB3135-009-Q1-K1-D1 

BLASTX 

g3250695 



28785 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303 

1.0e-27 

104 

55 

(AL024486) 



putative protein [Arabidopsis thaliana] 



208787 

LIB3135-009-Q1-K1-D2 

BLASTX 

gl946372 

179 

3.0e-13 

62 
56 

(U93215) yeast hypothetical protein YDBl_SCHPO isolog 
[Arabidopsis thaliana] 

208788 

LIB3135-009-Q1-K1-D3 

BLASTX 

g4337175 

221 

3.0e-22 

115 

47 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570 f 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


208789 


Seq. ID 


LIB3135-009-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


196 


E value 


4.0e-15 


Match length 


41 


% identity 


93 


NCBI Description 


(AC004665) unknown protein [Arabidopsis thaliana] 


Seq. No. 


208790 


Seq. ID 


LIB3135-009-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4512667 


BLAST score 


194 


E value 


4.0e-15 


Match length 


83 


% identity 


54 


NCBI Description 


(AC006931) putative MAP kinase [Arabidopsis thaliana] 


Seq. No. 


208791 


Seq. ID 


LIB3135-009-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl076427 


BLAST score 


513 


E value 


2.0e-52 


Match length 


112 



28786 



II 



% identity 


86 


NCBI Description 


ubiquitin — protein ligase 




thaliana 


Seq. No. 


208792 


Seq. ID 


LIB3135-009-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g886362 


BLAST score 


141 


E value 


8. Oe-09 


Match length 


66 


% identity 


3 


NCBI Description 


(L42525) product unknown; 


Seq. No. 


208793 


Seq. ID 


LIB3135-009-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl40185 


BLAST score 


232 


E value 


2.0e-19 


Match length 


98 


% identity 


45 


NCBI Description 


PROBABLE GYP7 PROTEIN >gi 




peptide [Yarrowia lipolyt 


Sea No 


208794 


Seq. ID 


LIB3135-009-O1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


543 


E value 


9.0e-56 


Match length 


120 


% identity 


90 


NCBI Description 


(AF067185) aquaporin 2 [S 


Sea No 


208795 


Seq. ID 


LIB3135-009-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2129879 


BLAST score 


254 


E value 


7.0e-22 


Match length 


103 


% identity 


50 



6.3.2.19) - Arabidopsis 



32 kd ORF [Plasmid pSW200] 



[Samanea saman] 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein type II precursor, 
photosystem I - garden pea >gi_602359_emb_CAA57492_ 
(X81962) Type II chlorophyll a/b binding protein from 
photosystem I [Pisum sativum] 

208796 

LIB3135-009-Q1-K1-F2 

BLASTX 

g3928099 

284 

2.0e-25 

86 ~ 
31 

(AC005770) unknown protein [Arabidopsis thaliana] 



28787 



II 



Seq. No. 


208797 


Seq. ID 


LIB3135-009-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2792297 


BLAST score 


261 


E value 


1.0e-22 


Match length 


77 


% identity 


58 


NCBI Description 


(AF039183) GAST-like < 


Seq. No. 


208798 


Seq. ID 


LIB3135-009-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g!13683 


BLAST score 


205 


E value 


4.0e-16 


Match length 


87 


% identity 


47 


NCBI Description 


ALPHA- AMYLASE ISOZYME 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLUCANOHYDROLASE) >gi_100663_pir JT0946 alpha-amylase 3E - 

rice >gi_169773 (M59352) alpha-amylase [Oryza sativa] 

208799 

LIB3135-009-Q1-K1-F7 

BLASTX 

g2465923 

370 

1.0e-35 

112 

65 

(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

208800 

LIB3135-009-Q1-K1-G1 

BLASTX 

g2465923 

456 

1.0e-45 

134 

68 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

208801 

LIB3135-009-Q1-K1-G4 

BLASTN 

g2829205 

73 

7.0e-33 

193 

56 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 



208802 



28788 



ft 



Seq. ID 


LIB3135-009-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl220196 


BLAST score 


410 


E value 


4. Oe-40 


Ma t ch length 


88 


% identitv 


91 


NCBI DescriDtion 




»3 vJ • J.N W . 


t.UU U U J 


Seq. ID 


LIB3135-009-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4102861 


BLAST score 


367 


E value 


4.0e-35 


Match length 


79 


% identity 


87 


NCBI Description 


(AF016893) copper /zinc-superoxide 




tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



208804 

LIB3135-010-Q1-K1-A1 

BLASTX 

g2213614 

181 

1.0e-13 

77 

51 

(AC000103) F21J9.8 [Arabidopsis thaliana] 
208805 

LIB3135-010-Q1-K1-A2 

BLASTX 

gl351357 

233 

2.0e-19 

55 
80 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 14 KD PROTEIN 
(CR14) >gi_633681_emb_CAA55863_ (X79276) 
ubiquinol — cytochrome c reductase [Solanum tuberosum] 

208806 

LIB3135-010-Q1-K1-A3 

BLASTX 

g3928079 

230 

4.0e-19 

91 

51 

(AC005770) hypothetical protein [Arabidopsis thaliana] 
208807 

LIB3135-010-Q1-K1-A6 

BLASTX 

gl00519 

297 



28789 



II 



E value 


6.0e-27 


Match length 


115 


% identity 


50 


NCBI Description 


hypothetical protein 873 - common sunflower 




>gi 12992 emb CAA44478 (X62592) ORF 873 [Helianthus 




annuus] >gi 758363 eiab - CAA37614 (X53537) orfH522 




[Helianthus annuus] 


Seq. No. 


208808 


Seq. ID 


LIB3135-010-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3928079 


BLAST score 


276 


E value 


2.0e-24 


Match length 


144 


% identity 


43 


NCBI Description 


(AC005770) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


208809 


Seq. ID 


LIB3135-010-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl345979 


BLAST score 


617 


E value 


2.0e-64 


Match length 


125 


% identity 


86 


NCBI Description 


OMEGA-6 FATTY ACID DESATQRASE CHLOROPT.A^T PRFPTTR^DR 




>ai 459962 (L292151 rjl3<5l-id nmpa^ - f> HpqafnraQO rci no 




max] 


Seq. No. 


208810 


Seq. ID 


LIB3135-010-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3928079 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


65 


% identity 


49 


NCBI Description 


(AC005770) hypothetical orotein FArabi donsi <=; l-hsl-i^n^l 


Seq. No. 


208811 


Seq. ID 


LIB3135-010-O1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl946360 


BLAST score 


184 


E value 


1.0e-13 


Match length 


122 


% identity 


39 


NCBI Description 


(U93215} ftl i PI f DT rpcfiAnqp 1 p-mpni* h"i nrli nrr r>ir , r\'h o -i -n TaTP V "3 
^-i__i_v_j_ uvj-L ICO^UllOC ClciUCIlL JJ_LJ.lUJ.iiy UIULCin V¥l\J\X O 




isoloQ TArabidoDsis thai i anal 


Seq. No. 


208812 


Seq. ID 


LIB3135-010-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2687444 


BLAST score 


172 


E value 


7.0e-13 



28790 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 
46 

(AF036567) alcohol dehydrogenase [Gossypium robinsonii] 
208813 

LIB3135-010-Q1-K1-C12 

BLASTX 

g417542 

422 

1.0e-41 

133 

59 

PROBABLE GLUTATHIONE S-TRANSFERASE ( PATHOGENESIS -RELATED 
PROTEIN 1) >gi_169549 (J03679) glutathione S-transferase 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208814 

LIB3135-010-Q1-K1-C2 

BLASTX 

gl706261 

434 

4.0e-43 

124 

72 

CYSTEINE PROTEINASE 2 
cysteine proteinase 2 



PRECURSOR >gi_2118129_pir_ 
precursor - maize 



S59598 



>gi_644490_dbj_BAA08245_ (D45403) cysteine proteinase [Zea 
mays] 

208815 

LIB3135-010-Q1-K1-C5 

BLASTX 

g2497702 

158 

1.0e-10 

110 

36 

OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 

>gi_2121019__pir 140710 outer membrane lipoprotein - 

Citrobacter freundii >gi_717136 (U21727) lipocalin 
precursor [Citrobacter freundii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



208816 

LIB3135-010-Q1-K1-C6 ' 

BLASTX 

g!706261 

384 

3.0e-37 

103 

73 

CYSTEINE PROTEINASE 2 
cysteine proteinase 2 



PRECURSOR >gi_2118129__pir S59598 

precursor - maize 



>gi_644490_dbj_BAA08245_ (D45403) cysteine proteinase [Zea 
mays] 

208817 

LIB3135-010-Q1-K1-D3 



28791 



CI 



Method 


BLASTX 


"MPFiT pt 
NtDl tal 




BLAST score 


575 


E value 


2.0e-59 


Match length 


146 


% identity 


76 


NCBI Description 


(AC006569) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


208818 


Seq. ID 


LIB3135-010-Q1-K1-D7 


Method 


BLASTX 


vrpDT PT 




BLAST score 


164 


E value 


8.0e-16 


Match length 


87 


% identity 


53 


NCBI Description 


(AC006569) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


208819 


Seq. ID 


LIB3135-010-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2341032 


DiAbi score 




E value 


1.0e-33 


Match length 


94 


% identity 


69 


NCBI Description 


(AC000104) EST gb_ATTS0956 comes from this gene. 




[Arabidopsis thaliana] 


Seq. No. 


208820 


Seq. ID 


LIB3135-010-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3776581 


BiiAol score 




E value 


3.0e-ll 


Match length 


71 


% identity 


58 


NCBI Description 


(AC005388) Similar to Beta integral membrane protein 




homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana 


Seq. No. 


208821 


Seq. ID 


LIB3135-010-Q1-K1-E3 


Method 


BLASTX 




g4oizoyo 


BLAST score 


245 


E value 


4.0e-21 


Match length 


94 


% identity 


53 


NCBI Description 


(AC006569) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


208822 


Seq. ID 


LIB3135-010-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2829899 


BLAST score 


278 


E value 


1.0e-24 


Match length 


115 



28792 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



47 

(AC002311) similar to ripening-induced protein, 
gp_AJ00144 9_24 65015 and major#latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 



208823 

LIB3135-010-Q1-K1-G1 

BLASTX 

g2760837 

276 

2.0e-24 

118 

45 

(AC003105) putative cytochrome P450 



[Arabidopsis thaliana] 



208824 

LIB3135-010-Q1-K1-G4 

BLASTX 

g4337175 

402 

3.0e-39 

118 

64 

(AC006416) 
gb_T04111, 
gb_R90004, 
gb_AA720210 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gB_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
come from this gene. [Arabidopsis thaliana] 



208825 

LIB3135-010-Q1-K1-G5 

BLASTX 

g2149955 

139 

1.0e-08 

39 

67 

(U97023) putative aquaporin-1 



[Phaseolus vulgaris] 



208826 

LIB3135-010-Q1-K1-H2 

BLASTX 

g3023685 

443 

1.0e-50 

115 

90 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) 
>gi_1041245_emb_CAA63121_ (X92377) enolase [Alnus 
glutinosa] 

208827 

LIB3135-010-Q1-K1-H7 

BLASTX 

g4049349 

144 

1.0e-09 



28793 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



51 
60 

(AL034567) ub i qui no 1- cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

208828 

LIB3135-011-Q1-K1-A11 

BLASTX 

g3023751 

306 

4.0e-37 

115 
33 

70 KD PEPTIDYLPROLYL ISOMERASE (PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi__107 67 72_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 
>gi_854626_emb_CAA60505_ (X8 6903) peptidylprolyl isomerase 
[Triticum aestivum] 

208829 

LIB3135-011-Q1-K1-A2 

BLASTX 

g3860272 

522 

2.0e-53 

119 

79 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4314399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

208830 

LIB3135-011-Q1-K1-A3 

BLASTX 

g4105798 

189 

3.0e-14 

57 
58 

(AF049930) PGP237-11 [Petunia x hybrida] 
208831 

LIB3135-011-Q1-K1-A6 

BLASTX 

g3608412 

432 

9.0e-43 

129 

64 

(AF079355) protein phosphatase-2c [Mesembryanthemum 
crystallinum] 

208832 

LIB3135-011-Q1-K1-A9 

BLASTX 

g485393 

510 



28794 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-52 

132 

77 

(D30653) peroxidase [Populus kitakamiensis] 
208833 

LIB3135-011-Q1-K1-B11 

BLASTX 

gl572681 

340 

4.0e-32 

102 

59 

(U69897) oligopeptidase B [Trypanosoma cruzi] 
208834 

LIB3135-011-Q1-K1-B2 

BLASTX 

gl256259 

179 

3.0e-13 

38 
87 

(U50900) voltage-dependent anion channel protein [Spinacia 
oleracea] 

208835 

LIB3135-011-Q1-K1-B6 

BLASTX 

g3426048 

157 

8.0e-ll 

58 

62 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 

208836 

LIB3135-011-Q1-K1-B7 

BLASTN 

g2760172 

37 

2.0e-ll 

73 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUB3, complete sequence [Arabidopsis thaliana] 

208837 

LIB3135-011-Q1-K1-B8 

BLASTX 

g3135254 

224 

3.0e-18 

74 

66 

(AC003058) hypothetical protein [Arabidopsis thaliana] 



28795 



Seq. No. 


208838 




Seq. ID 


LIB3135-011-Q1-K1-C1 




Method 


BLASTX 




NCBI GI 


g3953479 




BLAST score 


518 




E value 


8.0e-53 




Match length 


125 




% identity 


80 




NCBI Description 


(AC002328) F2202.24 [Arabidopsis 


thaliana] 


Seq. No. 


208839 




Seq. ID 


LIB3135-011-Q1-K1-C10 




Method 


BLASTX 




NCBI GI 


g2344902 




BLAST score 


290 




E value 


4.0e-26 




Match length 


124 




% identity 


52 




NCBI Description 


(AC002388) hypothetical protein 


[Arabidopsis 



>gi_3341701 (AC003672) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 


208840 


oeq. ±u 


t Tn^i "3 c: ni 1 _m ^pi o 
LlDJi 3D — Ul 1" W-L IV-L - Liz 


Method 


BLASTX 


NCBI GI 


g2367431 


BLAST score 


250 


E value 


2.0e-21 


Match length 


83 


% identity 


54 


NCBI Description 


(AF000403) putative cytochrome P450 [Lotus japonicus] 


Seq. No. 


208841 


Seq. ID 


LIB3135-011-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2827141 


BLAST score 


170 


E value 


1.0e-12 


Match length 


46 


% identity 


70 


NCBI Description 


(AF027173) cellulose synthase catalytic subunit 




[Arabidopsis thaliana] 


Seq. No. 


208842 


Seq. ID 


LIB3135-011-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4314355 


BLAST score 


157 


E value 


2-0e-10 


Match length 


82 


% identity 


62 


NCBI Description 


(AC006340) unknown protein [Arabidopsis thaliana] 


Seq. No. 


208843 


Seq. ID 


LIB3135-011-Q1-K1-D10 


Method 


BLASTX 



28796 



NCBI GI 

BLAST" score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g3023419 
197 

8.0e-16 

53 
70 

CAFFEOYL-COA O-METHYLTRANSFERASE {TRANS-CAFFEOYL-COA 
3-O-METHYLTRANSFERASE ) (CCOAMT ) (CCOAOMT ) 
>gi_1934859_emb_CAA72911_ (Y12228) caffeoyl-CoA 
O-methyltransferase [Eucalyptus gunnii] 

208844 

LIB3135-011-Q1-K1-D2 

BLASTN 

g2264310 

51 

1.0e-19 

119 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKP11, complete sequence [Arabidopsis thaliana] 



208845 

LIB3135-011-Q1-K1-D4 

BLASTX 

gl31015 

235 

9.0e-20 

50 

78 

PATHOGENESIS -RELATED PROTEIN R MAJOR FORM PRECURSOR 
(THAUMATIN-LIKE PROTEIN E22) >gi_100385_pir JH0230 

pathogenesis-related protein R precursor - common tobacco 

>gi_19855_emb_CAA33293_ (X15224) thaumatin-like protein 
[Nicotiana tabacum] >gi_19980_eirib_CAA31235_ (X12739) 

pathogenesis-related protein R (AA 1 - 226) [Nicotiana 

tabacum] 

208846 

LIB3135-011-Q1-K1-D5 

BLASTX 

g3335350 

159 

1.0e-10 

130 

35 

(AC004512) Similar to gb_Z84386 anthranilate 
N-hydroxycinnamoyl/benzoyltransf erase from Dianthus 
caryophyllus . [Arabidopsis thaliana] 

208847 

LIB3135-011-Q1-K1-D6 

BLASTX 

g3986110 

173 

5.0e-13 

62 

58 



28797 



NCBI Description (AB012716) heat shock protein 70 cognate [Salix gilgiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208848 

LIB3135-011-Q1-K1-D8 

BLASTX 

g2961372 

520 

4.0e-53 

126 

80 

(AL022141) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi_3036817_emb_CAA18507_ (AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208849 

LIB3135-011-Q1-K1-D9 

BLASTN 

g2829205 

37 

2.0e-ll 

191 

51 

Gossypium hirsutum cultivar Siokra 1- 
precursor (PRP) mRNA, complete cds 



2 proline-rich protein 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208850 

LIB3135-011-Q1-K1-E12 

BLASTX 

g2244835 

145 

1.0e-09 

41 

68 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208851 

LIB3135-011-Q1-K1-E7 

BLASTN 

g2687434 

44 

1.0e-15 

124 
90 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

208852 

LIB3135-011-Q1-K1-E9 

BLASTX 

g3128195 

494 

3.0e-50 

104 

94 

(AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 
phosphoribosyl pyrophosphate synthetase [Arabidopsis 



28798 



thaliana] 



Seq. No. 


208853 


Seq. ID 


LIB3135-011 


Method 


BLASTX 


NCBI GI 


a2959370 


BLAST score 


235 


E value 


1 . Oe-19 


Match length 


116 


% identitv 


36 


NCBI Description 


(AL022117 ) 


Seq. No. 


208854 


Seq. ID 


LIB3135-011 


Method 


BLASTN 


NCBI GI 


g2687432 


BLAST score 


33 


E value 


4.0e-09 


Match length 


117 


% identity 


82 



-Q1-K1-F10 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Plumbago auriculata large subunit 26S ribosomal RNA gene, 
partial sequence 

208855 

LIB3135-011-Q1-K1-F6 

BLASTX 

gl730108 

583 

2.0e-60 

137 

80 

LEUCOANTHOCYANIDIN DIOXYGENASE (LDOX) (LEUCOANTHOCYANIDIN 

HYDROXYLASE) >gi_486848_pir S36233 flavanone 3-hydroxylase 

homo log - garden petunia 

208856 

LIB3135-011-Q1-K1-F7 

BLASTX 

g2501578 

510 

7.0e-52 

139 

74 

ETHYLENE- INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208857 

LIB3135-011-Q1-K1-G10 

BLASTX 

gl877480 

365 

6.0e-35 

123 

62 

(U89270) short-chain alcohol dehydrogenase [Tripsacum 



28799 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dactyloides] 
208858 

LIB3135-011-Q1-K1-G5 

BLASTX 

gll68728 

281 

3.0e-25 

79 

68 

CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD) >gi_598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

208859 

LIB3135-011-Q1-K1-G6 

BLASTX 

gll68728 

480 

2.0e-48 

114 

81 

CINNAMYL-ALCOHOL DEHYDROGENASE 
cinnamyl-alcohol dehydrogenase 



1 (CAD) >gi_598071 (L37883) 
[Arabidopsis thaliana] 



208860 

LIB3135-011-Q1-K1-G7 

BLASTX 

g902584 

400 

3.0e-39 
96 
12 

(U29159) 
mays] 



polyubiquitin containing 7 ubiquitin monomers [Zea 



208861 

LIB3135-011-Q1-K1-G9 

BLASTX 

gl877480 

305 

6.0e-28 

123 

57 

(U89270) short-chain alcohol dehydrogenase [Tripsacum 
dactyloides] 

208862 

LIB3135-011-Q1-K1-H2 

BLASTX 

gll70373 

593 

9.0e-62 

121 

94 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 



28800 



cognate [Arabidopsis thaliana] 



Seq. No. 


208863 


Seq. ID 


LIB3135-011-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g!762935 


BLAST score 


143 


E value 


3.0e-09 


Match length 


36 


% identity 


81 


NCBI Description 


(U66264) ubiquitin [Nicotiana tabacum] 


Seq. No. 


208864 


Seq. ID 


LIB3135-011-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3860323 


BLAST score 


248 


E value 


3.0e-21 


Match length 


59 


% identity 


78 


NCBI Description 


(AJ012688) hypothetical protein [Cicer ar: 


Seq. No. 


208865 


Seq. ID 


LIB3135-011-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g416649 


BLAST score 


327 


E value 


2.0e-3Q 


Match length 


111 


% identity 


59 


NCBI Description 


PROBABLE GLUTATHIONE S- TRANSFERASE (AUXIN- 



PGNT1/PCNT110) >gi_100303_pir S16267 auxin-induced protein 

{clone pGNTl) - common tobacco >giJL978 9_emb__CAA39709__ 
(X56268) auxin-induced protein [Nicotiana tabacum] 
>gi_19795_emb_CAA39705_ (X56264) auxin-induced protein 
[Nrcotiana tabacum] 



Seq. No. 


208866 


Seq. ID 


LIB3135-012-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4559384 


BLAST score 


307 


E value 


4.0e-28 


Match length 


75 


% identity 


81 


NCBI Description 


(AC006526) unknown protein [Arabidopsis 


Seq. No. 


208867 


Seq. ID 


LIB3135-012-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3885515 


BLAST score 


351 


E value 


2.0e-33 


Match length 


85 


% identity 


78 


NCBI Description 


(AF084202) similar to ribosomal protein 



[Medicago 



sativa] 



28801 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208868 

LIB3135-012-Q1-K1-A9 

BLASTX 

g3775989 

250 

2.0e-21 

68 
69 

{AJ010458) RNA helicase 



[Arabidopsis thaliana] 



Seq. No. 


208869 


Seq. ID 


LIB3135-012-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3599491 


BLAST score 


501 


E value 


5.0e-51 


Match length 


110 


% identity 


82 


NCBI Description 


(AF085149) putative aminotransferase [Capsicum chinense] 


Seq. No. 


208870 


Seq. ID 


LIB3135-012-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3201619 


BLAST score 


280 


E value 


6.0e-36 


Match length 


106 


% identity 


74 


NCBI Description 


(AC004669) dihydroxypolyprenylbenzoate methyltransf erase 




[Arabidopsis thaliana] 


Seq. No. 


208871 


Seq. ID 


LIB3135-012-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl35159 


BLAST score 


227 


E value 


5.0e-19 


Match length 


60 


% identity 


68 


NCBI Description 


AS PARAG I N YL - T RNA SYNTHETASE { AS P ARAG I NE — T RNA LIGASE) 



(ASNRS) >gi_68529_pir SYECNT asparagine — tRNA ligase {EC 

6.1.1.22) precursor - Escherichia coli 
>gi_41000_emb_CAA48274_ (X68192) Asparaginyl-tRNA 
synthetase [Escherichia coli] >gi_147935 (M33145) 
asparaginyl-tRNA synthetase (asnS) [Escherichia coli] 
>gi_1651455_dbj_BAA35682_ (D90731) Asparaginyl-tRNA 
synthetase (EC 6.1.1.22) (asparagine-tRNA ligase) (asnRS) , 
[Escherichia coli] >gi_1787161 (AE000195) asparagine tRNA 
synthetase [Escherichia coli] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



208872 

LIB3135-G12-Q1-K1-C12 

BLASTX 

g3608179 

221 

3.0e-18 



28802 




Match length 90 
% identity 54 

NCBI Description (AB008188) cyclin D [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208873 

LIB3135-012-Q1-K1-D1 

BLASTN 

g2829205 

41 

2.0e-14 

69 

90 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

208874 

LIB3135-012-Q1-K1-D11 

BLASTX 

gl350956 

462 

2.0e-46 

97 

93 

40S RIBOSOMAL PROTEIN S20 (S22) 
208875 

LIB3135-012-Q1-K1-D6 

BLASTX 

gl888357 

436 

2.0e-43 

90 

82 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y117 67) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

208876 

LIB3135-012-Q1-K1-E1 

BLASTX 

gl928981 

499 

1.0e-50 

106 

93 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 208877 

Seq. ID LIB3135-012-Q1-K1-F12 

Method BLASTX 

NCBI GI gl70352 

BLAST score 398 

E value 1.0e-62 

Match length 130 

% identity 17 . 
NCBI Description (M74101) hexameric polyubiquitin [Nicotiana sylvestrisj 



28803 



>gi_870792 (L05361) polyubiquitin [Arabidopsis thaliana] 
>gi~4115333 (L81139) ubiquitin [Pisum sativum] >gi_4115335 
(L8U40) ubiquitin [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208878 

LIB3135-012-Q1-K1-F2 

BLASTX 

gl808656 

342 

3.0e-32 

70 

87 

(Y10804) Ubiquitin activating enzyme El [Nicotiana tabacum] 
208879 

LIB3135-012-Q1-K1-F3 

BLASTX 

gl370589 

213 

3.0e-17 

98 

51 

(X98304) protein induced upon tuberization [Solanum 
demissum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208880 

LIB3135-012-Q1-K1-F4 

BLASTX 

g3395436 

223 

2.0e-18 

95 

43 

(AC004683) unknown protein [Arabidopsis thaliana] 
208881 

LIB3135-012-Q1-K1-F9 

BLASTX 

gl619300 

201 

1.0e-15 

39 
92 

(X95269) LRR protein [Lycopersicon esculentum] 
208882 

LIB3135-012-Q1-K1-G12 

BLASTX 

g2983447 

241 

1.0e-20 

98 
43 

(AE000714) large subunit of isopropylmalate isomerase 
[Aquifex aeolicus] 



Seq. No. 



208883 



28804 



€1 



Seq. ID 


LIB3135-012-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl771780 


BLAST score 


180 


E value 


6.0e-29 


Match length 


120 


% identity 


62 


NCBI Description 


(Y10024) ubiquitin extension protein [Solanum tuberosum] 


Seq* No. 


208884 


Seq. ID 


LIB3135-012-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2578033 


BLAST score 


255 


E value 


1.0e-46 


Match length 


98 


% identity 


94 


NCBI Description 


(X97016) omega-6 desaturase [Gossypium hirsutum] 


Seq. No. 


208885 


Seq. ID 


LIB3135-012-Q1-K1-G4 


Method 


BLASTN 


NCBI GI 


gl418705 


BLAST score 


108 


E value 


1.0e-53 


Match length 


340 


% identity 


92 


NCBI Description 


G. hirsutum metallothionein-like gene 


Seq. No. 


208886 


Seq. ID 


LIB3135-012-Q1-K1-G5 


Method 


BLASTN 


NCBI GI 


gl67534 


BLAST score 


168 


E value 


1.0e-89 


Match length 


259 


% identity 


92 


NCBI Description 


Melon 17S rRNA, 5.8S rRNA, and 25S rRNA gene region 


Seq. No. 


208887 


Seq. ID 


LIB3135-012-Q1-K1 -G6 


Method 


BLASTX 


NCBI GI 


g585165 


BLAST score 


626 


E value 


2.0e-65 


Match length 


128 


% identity 


93 


NCBI Description 


GLUCOSE- 6 -PHOSPHATE 1- DEHYDROGENASE , CYTOPLASMIC ISOFORM 




(G6PD) >gi 2129985_pir S60287 glucose-6-phosphate 




1-dehydrogenase (EC 1.1.1.49) - potato 




>gi_4 7134 5_emb_CAA52 4 42_ (X74421) glucose- 6-phosphat e 




1-dehydrogenase [Solanum tuberosum] 


Seq. No. 


208888 


Seq. ID 


LIB3135-012-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3643608 



28805 



BLAST score 


289 


E value 


4.0e-26" 


Match length 


101 


% identitv 


56 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana] 


Sea No. 


208889 


Seq. ID 


LIB3135-012-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3334667 


BLAST score 


217 


E value 


9.0e-18 


Match length 


112 


% identity 


45 


NCBI Description 


(Y10493) putative cytochrome P450 [Glycine max] 


Sea No 


208890 


Seq. ID 


LIB3135-012-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


183 


E value 


1.0e-13 


Match length 


71 


% i dent it v 


52 


NCBI Description 


(L22305) corC [Medicago sativa] 




208891 


Seq. ID 


LIB3135-012-Q1-K1-H10 


Method 


BLASTN 


NCBI GI 


g3334857 


BLAST score 


67 


E value 


2.0e-29 


Match length 


107 


% identity 


91 


NCBI Description 


Solanum tuberosum mitochondrial trnC, trnNl, trnY, nad2 




genes 


Sea No 


208892 


Seq. ID 


LIB3135-012-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2745900 


BLAST score 


318 


E value 


9.0e-31 


Match lenath 


125 


% identitv 


53 


NCBI Description 


(AF039405) arsenite-translocating ATPase [Mus musculus] 




208893 


Seq. ID 


LIB3135-012-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3393025 


BLAST score 


157 


E value 


8.0e-ll 


Match length 


88 


% identity 


33 


NCBI Description 


(AJ224000) tRNA (Guanine-N2-) -Methyltransf erase 




[Schizosaccharomyces pombe] 



28806 



II 



Seq. No. 


208894 


Seq. ID 


LIB3135-012-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl657948 


BLAST score 


408 


E value 


5. Oe-40 


Match length 


89 


% identity 


87 


NCBI Description 


(U734 66) MipC [Mesemforyanthemuiti crystallinurci] 


Seq. No. 


208895 


Seq. ID 


LIB3135-013-Q1-K1-A12 


Method 


BLASTN 


NCBI GI 


g599722 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


76 


% identity 


87 


NCBI Description 


C.melo mRNA for aconitase (UNI-ZAPxR) 




>gi 2300160 emb A45787.1 A45787 Sequence 25 from 




WO9520046 


Seq. No. 


208896 


Seq. ID 


LIB3135-013-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gll73027 


BLAST score 


436 


E value 


3. 0e-43 


Match length 


115 


% identity 


76 


NCBI Description 


60S RIBOSOMAL PROTEIN L31 >gi 915313 (U23784) rit 




protein L31 [Nicotiana glutinosa] 


Seq. No. 


208897 


Seq. ID 


LIB3135-013-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3183088 


BLAST score 


215 


E value 


3.0e-17 


Match length 


75 


% identity 


55 



ribosomal 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

208898 

LIB3135-013-Q1-K1-B1 

BLASTX 

g4006957 

160 

4.0e-13 

109 

46 

(AJ006910) pollen allergen Betvl, isoform at45 [Betula 
pendula] 



28807 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208899 

LIB3135-013-Q1-K1-B11 

BLASTX 

g267081 

498 

2.0e-50 

99 

96 

TUBULIN BETA- 7 CHAIN >gi_320188_pir JQ1591 tubulin beta-7 

chain - Arabidopsis thaliana >gi_166906 (M84704) beta-7 
tubulin [Arabidopsis thaliana] >gi_3980381 (AC004561) 
tubulin beta-7 chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208900 

LIB3135-013-Q1-K1-B5 

BLASTX 

gl20669 

435 

4.0e-43 

87 

92 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905__ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 


208901 


Seq. ID 


LIB3135-013-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4325324 


BLAST score 


157 


E value 


6.0e-15 


Match length 


95 


% identity 


51 


NCBI Description 


(AF125574) lysyl-tRNA 




thaliana] 


Seq. No. 


208902 


Seq. ID 


LIB3135-013-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2244834 


BLAST score 


106 


E value 


1.0e-ll 


Match length 


72 


% identity 


56 


NCBI Description 


(Z97337) hypothetical 


Seq. No. 


208903 


Seq. ID 


LIB3135-013-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g!709498 


BLAST score 


461 


E value 


2.0e-46 


Match length 


105 


% identity 


78 



[Arabidopsis 



28808 



NCBI Description 



OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 



- Arabidopsis 
osmotin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208904 

LIB3135-013-Q1-K1-B9 

BLASTX 

g44€8050 

442 

4.0e-44 

102 

81 

(X87099) S-adenosyl-L-methionine:caf feic acid 
3-0-methyltransferase [Vanilla planifolia] 

208905 

LIB3135-013-Q1-K1-C2 

BLASTX 

g462013 

560 

1.0e-57 

132 

84 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_542022_pir S39558 HSP90 homolog - Madagascar 

periwinkle >gi_348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 

208906 

LIB3135-013-Q1-K1-C4 

BLASTX 

g3334113 

304 

1.0e-27 

80 
74 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



208907 

LIB3135-013-Q1-K1-C5 

BLASTX 

gl732204 

220 

6.0e-18 

124 
40 

(U65015) putative aldolase 
208908 

LIB3135-013-Q1-K1-C7 

BLASTX 

g4490292 

350 

4.0e-33 

99 



[Vibrio furnissii] 



28809 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



70 

(AL035678) putative protein [Arabidopsis thaliana] 
208909 

LIB3135-013-Q1-K1-C8 

BLASTX 

g2144186 

719 

2.0e-76 

145 

93 

farnesyl-diphosphate farnesyltransf erase (EC 2.5.1.21) 1 
Glycyrrhiza glabra L >gi_144 9163_dbj_BAAl3083_ (D86409) 
squalene synthase [Glycyrrhiza glabra] 

208910 

LIB3135-013-Q1-K1-C9 

BLASTX 

g3123130 

155 

1.0e-10 

81 

42 

HYPOTHETICAL 61.8 KD TRP-ASP REPEATS CONTAINING PROTEIN 
T32G6.2 IN CHROMOSOME II >gi_2618685 (AC002510) putative 
small nuclear ribonucleoprotein Prp4p [Arabidopsis 
thaliana] >gi_3241948 (AC004625) putative small nuclear 
ribonucleoprotein Prp4p [Arabidopsis thaliana] 

208911 

LIB3135-013-Q1-K1-D11 

BLASTX 

g2829899 

238 

1.0e-23 

137 

44 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and majortlatex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

208912 

LIB3135-013-Q1-K1-D2 

BLASTX 

g2262098 

143 

5.0e-09 

47 

64 

(AC002343) HSP90 isolog [Arabidopsis thaliana] 
208913 

LIB3135-013-Q1-K1-D3 

BLASTX 

g2088653 

411 

3.0e-40 



28810 



LYlaXCfl. icily L-Ii 


148 

X *± w 




j i 


jnudi Description 


(aFnr^incn H^lnro-l related orotein isolocr [Arabidopsis 




■j-Via 1 -i anal 

L-llCLXXCl.llCt.J 


beq. wo. 


lUO _7 1 'i 




LIB3135-013-Q1-K1-D4 


Method 


DijiiO 1 A 


NCBI GI 


g2464852 


BLAST score 


241 


IT* tt a T n ^ 
Hi VdlUc 


9 Oe-20 


TuT —i 4- /iV\ "! ("i t"* /T 4- Vi 

LYlauCn ±6nyT-.n 




% identity 


3 U 


jnojdi Description 


f7QQ707^ nnrsf i vp nrotein rArabidoosis thalianal 


beq. jno . 






LIB3135-013-Q1-K1-D7 


jxie unoa 




NCBI GI 


g4490292 


BLAST score 


330 


Hj VdXLLo 


9. Oe-31 


TwT i 4- oVs 1 /-\ r>f 4™ V\ 

M3T,Cii -LenyT.n 


QQ 


% identity 


O D 


lnudX uescnpcion 


( at.o^s^R \ nntativp nrotein rArabidoosis thalianal 


Seq. No* 


0 flQ Q1 £ 

zuo yio 


oeq. id 


illDJXJJ Ul J Si- 1 - -Lv-*- i-l*J 


Method 


T2T Zi QTM 
JdJ_i/\o 1 JN 




y u _? / jo 


BLAST score 


146 


E value 


2.0e-76 


jyia.Lcn xengi-n 




% identity 


Q O 


NCBI Description 


D-! onm caf t Trnm m i +- nphnnHr i 3 1 1~RNA— C^l v crpne and flankincf 




sequences 


beq. No. 


zuo yi / 


beq. xu 


illDJXJJ VJJ-J \s -L i\ JL i-i " 


LXLe moa 


DJjilO 1 A 


JNUol bl 


Lj4 J J 


BLAST score 


587 


E value 


7.0e-61 


jyiatcn lengtfl 


1 41 
in 


% identity 


1 Q 


NCBI Description 


( 1±T C\ A Q£\0 A \ tmtI- a+- n tto rihriQninal Ti7~Af"P'iri TiQ PVtoSOllC 
^ U 4 _? J ^- ^ ULlLaL,±Vc X J-U\J ovjiLLctX ^JiULCiu - LJ -'f k^_y l_wowo.-i_v- 




|_riX cUjXvJ.ULy>o J- o uiia.xxa.iia. j 


Seq. No. 






LIB3135-013-O1-K1-F1 


Method 


BLASTN 


NCBI GI 


g2213876 


BLAST score 


49 


E value 


2.0e-18 


Match length 


77 



% identity 91 

NCBI Description Hevea brasiliensis glutamine synthetase mRNA, complete cds 



28811 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208919 

LIB3135-013-Q1-K1-F10 

BLASTX 

g4544399 

260 

1.0e-22 

98 

50 

(AC007047) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



208920 

LIB3135-013-Q1-K1-F11 

BLASTX 

g3928758 

437 

2.0e-43 

113 

76 

(AB007987) Lipoic acid synthase [Arabidopsis thaliana] 
>gi_4454462_gb_AAD20909_ (AC006234) putative lipoic acid 
synthase [Arabidopsis thaliana] 



Seq. No. 


208921 


Seq. ID 


LIB3135-013-Q1-K1-F2 


Method 


tit Ti ntn\7 

BLASTX 


NOBI bl 


go09o9o9 


BLAST score 


187 


T* 1 ~\tz* 1 no 
£j V Ct-L UC 




Match length 


86 


% identity 


45 


NCBI Description 


(AL023094) putative protein [Arabidop; 


Seq. No. 


208922 


Seq. ID 


LIB3135-013-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g927428 


BLAST score 


606 


E value 


4.0e-63 


Match length 


130 


% identity 


85 


NCBI Description 


(X86733) fisl [Linum usitatissimum] 


Seq. No. 


208923 


Seq. ID 


LIB3135-013-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2865175 


BLAST score 


312 


E value 


1.0e-28 


Match length 


79 


% identity 


70 


NCBI Description 


(AB010945) AtRerlA [Arabidopsis thali. 


Seq. No. 


208924 


Seq. ID 


LIB3135-013-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2827528 



28812 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221 

5.0e-18 

136 

39 

(AL021633) predicted protein [Arabidopsis thaliana] 
208925 

LIB3135-013-Q1-K1-G2 

BLASTN 

g3334857 

249 

1.0e-138 

348 

93 

Solanum tuberosum mitochondrial trnC, trnNl, trnY, nad2 
genes 

208926 

LIB3135-013-Q1-K1-G4 

BLASTN 

gl67366 

292 

1.0e-163 

327 

97 

Gossypium hirsutum peroxidase mRNA, complete cds 
208927 

LIB3135-013-Q1-K1-G7 

BLASTX 

g3885884 

739 

1.0e-78 

149 

91 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 



208928 

LIB3135-013-Q1-K1-H1 
BLASTX 
g4388829 
200 

2.0e-15 
86 

% identity 51 

NCBI Description (AC006528) putative pol polyprotein with a Zn-fmger CCHC 
type domain {prosite : QDOC50158 ) and a DDE integrase 
signature motif [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



208929 

LIB3135-013-Q1-K1-H11 

BLASTX 

g3047123 

587 

7.0e-61 

134 
83 



28813 



NCBI Description (AF058919) similar to the family of glycosyl hydrolases 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208930 

LIB3135-013-Q1-K1-H6 

BLASTX 

gl00519 

162 

5.0e-ll 

88 
44 

hypothetical protein 873 - common sunflower 
>gi_12992_emb_CAA44478_ (X62592) ORF 873 [Helianthus 
annuus] >gi_758363__emb_CAA37614_ (X53537) orfH522 
[Helianthus annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208931 

LIB3135-014-Q1-K1-A1 

BLASTX 

g2129772 

405 

6.0e-40 

82 

87 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 

208932 

LIB3135-014-Q1-K1-A10 

BLASTX 

gl31773 

225 

3.0e-27 

95 
73 

4 OS RIBOSOMAL 
>gi__82724_pir 
maize 



PROTEIN S14 (CLONE MCH2) 
B30097 ribosomal protein S14 



(clone MCH2) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208933 

LIB3135-014-Q1-K1-A11 

BLASTX 

g4206197 

166 

1.0e-ll 

50 
62 

(AF071527) putative pre-mRNA splicing factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



208934 

LIB3135-014-Q1-K1-A12 

BLASTX 

gl00351 

293 

1.0e-26 



28814 



Match length 

% identity 

NCBI Description 



60 
90 



pathogenesis-related protein 4A - common tobacco 
>gi_19962_emb_CAA41437_ (X58546) pathogenesis-related 
protein 4A [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208935 

LIB3135-014-Q1-K1-A2 

BLASTX 

g3461837 

418 

4.0e-41 

90 

83 

(AC005315) putative expansin [Arabidopsis thaliana] 
>gi_3927842 (AC005727) expansin At Ex 6 [Arabidopsis 
thaliana] 



208936 

LIB3135-014-Q1-K1-A3 

BLASTX 

g416569 

183 

4.0e-14 

38 
89 

1 -AMI NOCYCLOPRO PANE- 1-CARBOXYLATE OXIDASE 1 (ACC OXIDASE) 
( ETHYLENE- FORMING ENZYME) (EFE) (PMEL1) 

>gi_322412_pir S29395 ethylene-forming enzyme - muskmelon 

>gi_2129501_pir JC6059 1-aminocyclopropane-l-carboxylic 

acid oxidase (EC 1. -.-•-) - muskmelon 

>gi_2129502_pir S66174 ACC oxidase (clone ACOl) - 

muskmelon >gi_22663_emb_CAA49553_ (X69935) enzyme- forming 
ethylene [Cucumis melo] >gi_695400_dbj_BAA06526_ (D31727) 
1-aminocyclopropane-l-carboxylate oxidase [Cucumis melo] 
>gi_1183896_emb_CAA64797_ (X95551) ACC oxidase [Cucumis 
melo] 



Seq. No. 208937 

Seq. ID LIB3135-014-Q1-K1-A4 

Method BLASTX 

NCBI GI gll29145 

BLAST score 511 

E value 4.0e-52 

Match length 128 

% identity 80 . t 

NCBI Description (X75329) acetyl-CoA C-acyltransf erase [Mangifera xndica] 

Seq. No. 208938 

Seq. ID LIB3135-014-Q1-K1-A7 

Method BLASTX 

NCBI GI g2911073 

BLAST score 267 

E value 9.0e-24 

Match length 89 

% identity 58 

NCBI Description (AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28815 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208939 

LIB3135-014-Q1-K1-B2 

BLASTX 

g3122673 

150 

7.0e-12 

56 
71 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

208940 

LIB3135-014-Q1-K1-B4 

BLASTX 

g3334244 

326 

2.0e-39 

111 

72 

LACTOYLGLUTATHIONE LYASE ( MET H YLGL YOXALAS E ) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE ) ( S~D- LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2113825_emb_CAA73691_ (Y13239) Glyoxalase I [Brassica 
juncea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208941 

LIB3135-014-Q1-K1-B7 

BLASTX 

g4558672 

188 

2.0e-14 

53 
68 

(AC007063) putative 1, 3-beta-D-glucan synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208942 

LIB3135-014-Q1-K1-B8 

BLASTN 

gl389639 

34 

1.0e-09 

78 

86 

Pisum sativum mRNA for PNDKN1, complete cds 
>gi_3252749_dbj_E13982_E13982 Pisum sativum mRNA for 
nucleoside-diphosphate kinase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



208943 

LIB3135-014-Q1-K1-B9 

BLASTX 

g549063 

246 

3.0e-21 

.93 
57 



28816 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi 10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

208944 

LIB3135-014-Q1-K1-C12 

BLASTX 

g2493495 

336 

2.0e-31 

82 

74 

SERINE CARBOXY PEPTIDASE- LIKE >gi_2129878_pir S72370 

carboxypeptidase - garden pea (fragment) 

>gi__1089904_emb_CAA92216_ (Z68130) carboxypeptidase [Pisum 

sativum] >gi_1587217_prf 2206338A Ser carboxypeptidase 

[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208945 

LIB3135-014-Q1-K1-C4 

BLASTX 

g4558556 

182 

5.0e-14 

58 
60 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208946 

LIB3135-014-Q1-K1-C7 

BLASTX 

g2827544 

325 

2.0e-30 

81 

77 

(AL021635) HSP associated protein like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208947 

LIB3135-014-Q1-K1-C9 

BLASTX 

gl362078 

385 

2.0e-37 

97 

69 

endo-1, 4-beta-D-glucanase f xyloglucan-specif ic (clone NXG1) 
- common nasturtium >gi_311835_emb_CAA48324__ (X68254) 
cellulase [Tropaeolum majus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



208948 

LIB3135-014-Q1-K1-D1 

BLASTX 

g3759177 



28817 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190 

6.0e-15 

65 
62 

(AB018408) 3-phosphoserine phosphatase [Arabidopsis 
thaliana] >gi_3759179__dbj_BAA33807_ (AB018409) 
3-phosphoserin phosphatase [Arabidopsis thaliana] 



Seq. No. 


208949 


Sea. ID 


LIB3135-014-Q1-K1-D3 


Method 


BLASTN 


NCBI GI 


g871468 


BLAST score 


60 


E value 


3.0e-25 


Match length 


230 


% idpntitv 


90 


NPRT npqrriDtion 

L.\ W U JL J— ' ^ i— > V L. J_ W J- V 1 X 


H.annuus mitochondrion genes trnH and trnE 


Sea No 


208950 




LIB3135-014-O1-K1-D9 




RT.ASTX 


NCBI GI 


gl350983 




428 


IT T7a1 no 
£j Value 


3. 0e-42 


Match length 


102 


% identity 


83 




40 S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 




208951 

U U Zs *J ±- 


Sea ID 


LIB3135-014-Q1-K1-E1 




BLASTX 




a2529665 


BLAST score 


389 


E value 


4.0e-38 


Match length 


82 


% identity 


90 


NCBI Description 


(AC002535) putative ribosomal protein L7A 




thaliana] 


Seq. No. 


208952 


Seq. ID 


LIB3135-014-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3287834 


BLAST score 


393 


E value 


4.0e-41 


Match length 


92 



% identity 

NCBI Description 



95 

{+) -DELTA-CADINENE SYNTHASE ISOZYME XC14 (D-CADINENE 

SYNTHASE) >gi_2147016_pir S68366 ( + } -delta-cadinene 

synthase isozyme XC14 - Gossypium arboreum >gi_1045314 
(U23205) (+) -delta-cadinene synthase isozyme XC14 
[Gossypium arboreum] ^. 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



208953 

LIB3135-014-Q1-K1-E4 

BLASTN 

gl8506 



28818 




BLAST score 


121 


E value 


1.0e-61 


Match length 


203 


% identity 


90 


NCBI Description 


Cotton mRNA for malate synthase (EC 4.1.3.2) 


Seq. No, 


208954 


Seq. ID 


LIB3135-014-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2529665 


BLAST score 


170 


E value 


2.0e-12 


Match length 


52 


% identity 


67 


NCBI Description 


(AC002535) putative ribosomal protein L7A [Arabidopsis 




thaliana] 


Seq. No. 


208955 


Seq. ID 


LIB3135-014-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3892054 


BLAST score 


185 


E value 


2.0e-14 


Match length 


54 


% identity 


61 


NCBI Descrintion 


(AC002330) outative alvcosvltransf erase TArabidoDsis 




thaliana] 


Se=>rr No 


208956 


Seq. ID 


LIB3135-014-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3738323 


BLAST score 


411 


E value 


2.0e-40 


Match 1 printh 


96 


% irientitv 


76 


NCBI Description 


(AC005170) hypothetical protein [Arabidopsis thaliana] 


Seer. No. 


208957 


Seq. ID 


LIB3135-014-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3064039 


BLAST score 


273 


E value 


4.0e-24 


Match length 


127 


& idpntitv 

O -L- V.X^^1 X _l_ y 


43 


NORT Dp^rr i nt n on 


( AFO S 4 4 4 S } manor latex nrotpin homolocr f Mpsentbrvantheiriiini 




rrvstallinuml 

A, V fcJ L#» <wX -X- J- ±11 LA1LL J 


Sea. No. 


208958 


Seq. ID 


LIB3135-014-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2341032 


BLAST score 


472 


E value 


1.0e-47 


Match length 


103 


% identity 


85 



28819 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 

208959 

LIB3135-014-Q1-K1-F11 

BLASTX 

g4185143 

369 

1.0e-35 

103 
71 

(AC005724) putative signal recognition particle receptor 
beta subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208960 

LIB3135-014-Q1-K1-F2 

BLASTX 

g81624 

202 

2.0e-16 

46 
80 

glycine-rich protein 2 - Arabidopsis thaliana 
>gi_259445_bbs_117608 (S47408) glycine-rich protein, atGRP 
{clone atGRP-2} [Arabidopsis thaliana, C24, Peptide, 203 
aa] [Arabidopsis thaliana] >gi_4467155__emb_CAB37524_ 
(AL035540) glycine-rich protein 2 (GRP2) [Arabidopsis 
thaliana] 



Seq. No. 


208961 


Seq. ID 


LIB3135-014-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


491 


E value 


1.0e-49 


Match length 


132 


% identity 


70 


NCBI Description 


(AC005395) unknown protein [Arabidopsis thaliana] 


Seq. No. 


208962 


Seq. ID 


LIB3135-014-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl709498 


BLAST score 


296 


E value 


8.0e-27 


Match length 


111 


% identity 


57 


NCBI Description 


OSMOT IN-LIKE PROTEIN OSM34 PRECURSOR 




>gi 1362001 pir S57524 osmotin precursor - Arabidop 




thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 




[Arabidopsis thaliana] 


Seq. No. 


208963 


Seq. ID 


LIB3135-014-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


101 



28820 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-49 

350 
23 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

208964 

LIB3135-014-Q1-K1-G1 

BLASTX 

gl34792 

155 

2.0e-10 

76 

43 

MICROSOMAL SIGNAL PEPTIDASE 21 KD SUBUNIT (SPC21) 
>gi 89064__pir A34229 signal peptidase (EC 3.4.99.-) 21K 



chain - dog >gi_164084 (J05069) 
subunit [Canis familiaris] 



signal peptidase 21 kDa 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208965 

LIB3135-014-Q1-K1-G11 

BLASTX 

g2146797 

336 

2.0e-31 

91 

38 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 



Seq. No. 


208966 


Seq. ID 


LIB3135-014-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2739004 


BLAST score 


156 


E value 


8.0e-ll 


Match length 


67 


% identity 


40 


NCBI Description 


(AF022461) CYP82Clp [Glycine 


Seq. No. 


208967 


Seq. ID 


LIB3135-014-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2258135 


BLAST score 


335 


E value 


5.0e-32 


Match length 


68 


% identity 


97 


NCBI Description 


(Z83830) porin [Picea abies] 


Seq. No. 


208968 


Seq. ID 


LIB3135-014-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3747050 ~ 


BLAST score 


278 



28821 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-25 

75 

75 

(AF093540) 



ribosomal protein L26 [Zea mays] 



208969 

LIB3135-014-Q1-K1-G4 

BLASTX 

g2739389 

181 

1.0e-21 

91 
34 

(AC002505) Cf-2.2 like protein [Arabidopsis thaliana] 
208970 

LIB3135-014-Q1-K1-G7 

BLASTX 

gl717949 

310 

1.0e-28 

73 

77 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 1 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN 1) (RISP1) 

>gi_100375__pir B41607 ubiquinol — cytochrome-c reductase 

(EC 1.10/2.2) iron-sulfur protein precursor - common 
tobacco (fragment) >gi_170322 (M77225) Rieske Fe-S protein 
[Nicotiana tabacum] 



Seq. No. 


208971 


Seq. ID 


LIB3135-014-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl220196 


BLAST score 


173 


E value 


3.0e-22 


Match length 


88 


% identity 


65 


NCBI Description 


(U49061) alcohol dehydrogenase 


Seq. No. 


208972 


Seq. ID 


LIB3135-014-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl853968 


BLAST score 


182 


E value 


2.0e-13 


Match length 


68 


% identity 


53 


NCBI Description 


(D88121) CPRD12 protein [Vigna 


Seq. No. 


208973 


Seq. ID 


LIB3135-014-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl703375 


BLAST score 


233 


E value 


9.0e-20 


Match length 


48 



28822 



% identity 100 

NCBI Description ADP-RIBOSYLATION FACTOR 1 >gi_965483__dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 



Seq. No. 


208974 


Seq. ID 


LIB3135-014-Q1-K1-H3 


ric l, liU'vj. 


BLASTX 


NPRT (IT 


a4210332 


DJurio 1 oOOIc 




TT. vfl 1 HP 1 


1.0e-28 


L v lCll_L-il XtJliyL.il 


103 


S~ i H on +■ "i "t~ \t 


65 


NCBI Descriotion 


(AJ223803) 2-oxoglutarate dehydrogenase E2 subunit 




[Arabidopsis thaliana] 


Seq. No. 


208975 


C prr TP} 


LIB3135-014-O1-K1-H4 


Mot - h 


RT.ASTX 


MPDT (IT 
IN UD X LjX 






225 


Cj VdiUc 


4 Oe-19 


K/I +- i"»V» T q n rx 4~ V\ 

LYiat.cn ieny in 


61 


%■ t rloni - n +" \7 
o ±ucni.i.L.y 


70 




( RFflOl S^O) rinpriincr-associated orotein TMusa acuminata 


Seq. No. 


208976 


Qorr m 

oeq. xu 


T.TR31 d-OI -K1 -RS 


LYieunoci 


DXiriO X A 


KTr'taT r*T 
LNLdx bl 


gozu f± xuo 


riiiRoi score 


X .70 


E value 


X • Uc IJ 


Match, length 


DU 




67 


IN^DX uescxxptxuii 


/ a.Tfin £7 £1 \ hwnni-hpt- i 1 nrntf^TTi [Ti ppt arietinuml 


Seq. No. 


208977 




T.TR31 3S-f)1 4-Ol -K1 -H7 




oxtroo ia 


MPRT CT 
INOijX ul 


y ^ *± uz. j 


£jJ_l.fl.O 1 OLiUlC 


231 


SL ValUc 


^ 0^-1 Q 

J«Uc 17 


riai-cn xeny cn 


-J ^ 


15 iu.eiiL.xuy 




INODX UcoL-IipLlUu 


fY1??Q^^ alntathionp transferase TArabidoiosis thaliana 


Seq. No. 


208978 


oeq. XL/ 


T TR31 ^S — 01 A-Cil -Kl -Hft 
LID Jl J J Ul*! S*x ivx no 


Mpt hnd 

law L>iiWjl 


BLASTX 


NCBI GI 


g3935169 


BLAST score 


190 


E value 


7.0e-15 


Match length 


53 


% identity 


68 


NCBI Description 


(AC004557) F17L21.12 [Arabidopsis thaliana] 


Seq. No* 


208979 


Seq. ID 


LIB3135-018-Q1-K1-A10 



28823 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2829205 

187 

1.0e-101 

423 

19 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 





208980 


Q&ri TT) 


LIB3135-018-O1-K1-A2 


Mf^t hnd 


BLASTX 


MpDT ("IT 
iNV^JD J. Ol 


04 567197 

M <v> u r -L- — / / 


BLAST score 


260 


E value 


1.0e-22 




115 


•§ identity 




nldi uescription 


farnn7lfift^ unknown rirotein FArabidoosis thaliana! 


oeq . iNO • 






T.TR3135-018-O1-K1-A5 




BLASTX 




g<£ jDj / oo 


DLiriOl score 




E value 


1.0e-19 


Match length 


45 


^ luentiLy 


TP O 


NLCi jjescxript-xun 


fA,Tnni*^n4^ hvnothetical Drotein [Citrus x paradisi] 


O C m • IN \ J • 


208982 


oeq. Lu 


T TR^I ^-01 R-Ol -K1 -A7 




DiulO 1A 


NCBI GI 


g2459420 


BLAST score 


442 


E value 


6.0e-4 4 


Match length 


89 


% identity 


94 


NCBI Description 


(AC002332) putative ribosomal protein L17 [Arabidops 




thaliana] 


Seq. No. 


208983 


Seq. ID 


LIB3135-018-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl703446 


BLAST score 


246 


E value 


3.0e-21 


Match length 


84 



% identity 62 

NCBI Description L-ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_1076292j?ir S53127 asparaginase - Arabidopsis thaliana 

>gi_735918__erab_CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 



Seq. No. 208984 

Seq. ID LIB3135-018-Q1-K1-B2 

Method BLASTX 

NCBI GI g2924781 



28824 



BLAST score 


Iffl 

498 


E value 


3. Oe-52 


Match length 


134 


% identity 


77 


NCBI Description 


(AC002334) putative 
thaliana] 




cellulose synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208985 

LIB3135-018-Q1-K1-B3 

BLASTX 

gl24224 

250 

2.0e-30 

120 

62 

INITIATION FACTOR 5A-1 
>gi_100345_pir S21060 



(EIF-5A) (EIF-4D) 

translation initiation factor eIF-5A 

common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



208986 

LIB3135-018-Q1-K1-B5 

BLASTX 

g3892051 

186 

6.0e-14 

45 

78 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 

208987 

LIB3135-018-Q1-K1-C10 

BLASTX 

g!32944 

542 

1.0e-55 

107 

93 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_80627 9 
(M32655) ribosomal protein [Arabidopsis thaliana] 

208988 

LIB3135-018-Q1-K1-C11 

BLASTX 

g461812 

164 

3.0e-14 

101 

46 

CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 

GERANIOL- 1 0 -HYDROXYLASE ) (GE10H) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



28825 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208989 

LIB3135-018-Q1-K1-C12 

BLASTX 

g3861189 

236 

6.0e-20 

105 
50 

(AJ2352~72) SOS RIBOSOMAL 
prowazekii] 



PROTEIN L14 (rplN) [Rickettsia 



208990 

LIB3135-018-Q1-K1-C3 

BLASTX 

gl33793 

146 

2.0e-09 

54 

65 

40S RIBOSOMAL PROTEIN S15A (PPCB8) >gi_99825_pir S20945 

ribosomal protein S15a - rape >gi_17863_emb_CAA42599_ 
(X59983) r-protein BnS15a [Brassica napus] 

208991 

LIB3135-018-Q1-K1-C8 

BLASTX 

g2894109 

213 

8.0e-24 

70 

77 

(AJ002391) high mobility group protein [Solanum tuberosum] 
208992 

LIB3135-018-Q1-K1-C9 

BLASTX 

g300265 

509 

9.0e-52 

144 

76 

HSP68=68 kda heat-stress DnaK homolog [Lycopersicon 
peruvianum=tomatoes, Peptide Mitochondrial Partial, 580 aa] 

208993 

LIB3135-018-Q1-K1-D1 

BLASTX 

g2708314 

231 

3.0e-19 

128 
30 

(AF027727) protein disulfide isomerase RB60 [Chlamydomonas 
reinhardtii] >gi_4104541 (AF036939) protein disulfide 
isomerase [Chlamydomonas reinhardtii] 



Seq. No. 



208994 



28826 



Sea. ID 


LIB3135-018-Q1-K1-D10 


Method 


BLASTN 


NCBI GI 


g434990 


BLAST score 


45 




4.0e-16 




120 




93 


NCRT Description 


O.berteriana mitochondrial trnl 


Serr No - 

kw/ ^ VJ . IlW • 


208995 


Seq. ID 


LIB3135-018-Q1-K1-D11 


Mpt hod 


BLASTX 


NCBI GI 


g3024020 




437 


E value 


2.0e-43 


Match length 


97 


9r ■) Hpni" i t"v 

o luciiux l jr 


86 


"WPRT Dpqr , T* i i Dt i nn 


INITIATION FACTOR 5 A- 3 (EIF-5A) 


>gi 2225881 dbj BAA20877 (AB00 




factor 5A3 [Solanum tuberosum] 


O " ■ L>l^ » 


208996 


Seq. ID 


LIB3135-018-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3334115 


BLAST score 


610 


E value 


2.0e-70 


Match length 


141 



(EIF-4D) 



% identity 

NCBI Description 



48 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208997 

LIB3135-018-Q1-K1-D4 

BLASTX 

g3236253 

629 

7.0e-66 

138 

85 

(AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



208998 

LIB3135-018-Q1-K1-D9 

BLASTX 

g3860323 

223 

4.0e-19 

63 

81 

(AJ012688) hypothetical protein [Cicer arietinum] 
208999 

LIB3135-018-Q1-K1-E11 



28827 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

g2880051 

148 

2.0e-09 

44 

64 

(AC002340) putative protein kinase [Arabidopsis thaliana] 
209000 

LIB3135-018-Q1-K1-E2 

BLASTX 

g629597 

349 

6.0e-33 

83 

77 

proline-rich protein - rape >gi_545029_bbs_142669 (S68113) 
proline-rich SAC 51 [Brassica napus=oilseed rape, pods, 
Peptide, 147 aa] [Brassica napus] 

209001 

LIB3135-018-Q1-K1-E9 

BLASTX 

gl086263 

152 

4.0e-13 

79 

57 

TMV resistance protein N - tobacco (Nicotiana glutinosa) 
>gi_558887 (U15605) N [Nicotiana glutinosa] 

209002 

LIB3135-018-Q1-K1-F1 

BLASTX 

g3892058 

312 

1.0e-28 

107 

55 

(AC002330) putative glutamate-/aspartate-binding peptide 
[Arabidopsis thaliana] 

209003 

LIB3135-018-Q1-K1-F11 

BLASTX 

g3914442 

279 

1.0e-36 

104 

68 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

209004 

LIB3135 1 018-Q1-K1-F12 
BLASTX 



28828 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



g2995384 
284 

1.0e-2-5 

92 

63 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 
209005 

LIB3135-018-Q1-K1-F2 
BLASTX 



NCBI GI 


rt^AAl "3 ^ ^ 
gjtDfi / JJJ 


BLAST score 


153 


E value 


5.0e-10 


Match length 


/ U 


% identity 




NCBI Description 


/bt n^i <^AA^ ripic g •! hi p *7 1 nr- "f i nrrPT nrot'ein 

Vr_J_iU jl 0^1r_ J pubblJJlc Z.J_iH— j_ _Liiy e _- yiuucxn 




[_ o OX IX -^UocLU-Oli-lX (JiLiy © j 


Seq. No. 


zu yuu o 


beq. lu 


J-lXDOXO-J UXO \£.J- iYX J- -J 


Method 


nT 7\ nrpv 

Dl_Ao 1 A 


NCBI GI 


g3549691 


BLAST score 


626 


E value 


z . ue bo 


Match length 


1 A O 

14 __ 


% identity 


/ O 


NCBI Description 


fATmrmn'M -rh^nTTipr i n— 1 i kp nrotein PR— 5b rcicer ariet 

{ £\\J UiU JUl y UIlClLU.LLCl.UXii 11^ ^ J_ W L. ^ -Ll J. J- _\ (_ \_ j_ -*_--~vrf — 


Seq. No. 


O f| Q AOT 

__uyuu / 


beq. iu 


J_iJ.i30i.0-J UiO \JJ- IVJ. £1 


Method 


DUAo J.A 


NCBI GI 


g2558962 


BLAST score 


229 


E value 


3 . U6~i!7 


Match length 


D / 


% identity 


M 


NCBI Description 


^£ jDv / j IiJ_ o LUIitJ il__XZ>X LOWgoy^j. u_ul uj-ljuluiuj 


Seq. No. 


__u yuuo 


Seq. ID 


blDjlJJ uio yx _\X r o 


Method 


DT 11 C TV 


-MOD J. bl 




BLAST score 


447 


E value 


2.0e-44 


Match length 


96 


% identity 


86 


NCBI Description 


(AC004521) citrate synthetase [Arabidopsis thaliana] 


Seq. No. 


209009 


Seq. ID 


LIB3135-018-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


gll70949 


BLAST score 


349 


E value 


3.0e-33 


Match length 


88 


% identity 


70 


NCBI Description 


SERINE/THREONINE-PROTEIN KINASE MHK >gi 481207 pir 



28829 



protein kinase - Arabidopsis thaiiana >gi_166811 (L0724 9) 
protein kinase [Arabidopsis thaiiana] 



Seq. No. 


209010 


Seq. ID 


LIB3135-018-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2245060 


BLAST score 


304 


E value 


5.0e-28 


Match length 


89 


% identity 


62 


NCBI Description 


(Z97342) allergen homolog [Arabidopsis thaiiana] 


Seq. No. 


209011 


Seq. ID 


LIB3135-018-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2505867 


RT.A^ST ^mre* 

1 * 1 'n * 1 x o w Vw' J— \^ 


253 


E value 


8.0e-22 


Matph Ipncrth 


88 


O _L *^l\Zi ill L Uj 1 


28 


NCBI Description 


(Y12227) hypothetical protein [Arabidopsis thaiiana] 


Seq. No. 


209012 


Seq. ID 


LIB3135-018-Q1-K1-G9 


Mpt hind 


BLASTX 




a4580397 


Diino x o^uic 


234 


Hi V ai.UC 


2. 0e-19 




129 




42 


NCBI Description 


(AC007171) putative RNA helicase [Arabidopsis thaiiana] 


Seq. No. 


90901 3 


Seq. ID 


LIB3135-018-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2497737 


BLAST score 


156 


F! 1 lip 
J_i v Cl-L Lie 


7.0e-ll 




60 


"i (Sprit i f v 


52 




NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 


>gi 732524 (U22175) germination-specific lipid transfer 




protein 3 [Brassica napus] 


Seq. No. 


209014 


Seq. ID 


LIB3135-018-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2129820 


BLAST score 


177 


E value 


3.0e-13 


Match length 


73 



% identity 48 

NCBI Description chitinase (EC 3.2.1.14) class II - peanut 

>gi_1237025_emb_CAA57773_ (X82329) chitinase (class II) 
[Arachis hypogaea]' 



28830 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209015 

LIB3135-018-Q1-K1-H2 

BLASTX 

g4455242 

401 

3.0e-39 

91 
79 

(AL035523) geranylgeranylated protein ATGP4 [Arabidopsis 
thaliana] 



beq ■ iNo . 




oeq. ijj 






BLASTX 


NCBI GI 


g2213643 


BLAST score 


280 


E value 


2.0e-25 


Match length 


78 


% identity 


73 


NCBI Description 


(U57338) glossyl homolog [Ory 


Seq. No. 


209017 


Seq. ID 


LIB3135-018-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


g3128139 


BLAST score 


50 


E value 


2.0e-19 


Match length 


94 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic 



PI clone: 



MIK19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209018 

LIB3135-019-Q1-K1-A11 

BLASTX 

gl20669 

531 

2.0e-54 

105 
94 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb__CAA42905_ (X60347) glycer aldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209019 

LIB3135-019-Q1-K1-A12 

BLASTX 

gl22770 

543 

1.0e-55 

123 

85 

HEMOGLOBIN II >gi_99509_pir S13378 hemoglobin II - swamp 

oak >gi_18015_emb_CAA37898_ (X53950) hemoglobin [Casuarina 
glauca] 



28831 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209020 

LIB3135-019-Q1-K1-A5 

BLASTX 

g602076 

552 

6.0e-57 

113 

23 

(X77456) pentameric polyubiquitin [Nicotiana tabacum] 
209021 

LIB3135-019-Q1-K1-A6 

BLASTX 

gl903034 

238 

4.0e-20 
105 
45 

(X94625) amp-binding protein 



[Brassica napus] 



209022 

LIB3135-019-Q1-K1-A8 

BLASTX 

g3493172 

289 

2.0e-26 

81 

72 

(U89609) fiber annexin [Gossypium hirsutum] 
209023 

LIB3135-019-Q1-K1-A9 

BLASTX 

g730324 

376 

1.0e-36 

83 
80 

DEOXYRIBODI PYRIMI DINE PHOTOLYASE (DNA PHOTOLYASE) 

( PHOTORE ACTIVATING ENZYME) >gi_1084356_pir S48120 

deoxyribodipyrimidine photo-lyase (EC 4.1.99.3) - white 
mustard >gi_414196_emb_CAA50898_ (X72019) photolyase 
[Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



209024 

LIB3135-019-Q1-K1-B10 

BLASTX 

g4062934 

335 

2.0e-31 

123 

54 

(D88272) formate dehydrogenase 
209025 

LIB3135-019-Q1-K1-B5 



[Hordeum vulgare] 



28832 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3901018 

164 

1.0e-ll 

82 
46 

(AJ130889) 
sylvatica] 



stress and pathogenesis-related protein [Fagus 



Seq. No. 




O ^ « T "Pi 

beq. 1JJ 


illDjl J J V- 1 - ■"•*** 






NCBI GI 


g4t oD o 


BLAST score 


259 


E value 


4.0e-23 


Match lengtn 


DO 


% identity 


o U 


NCBI Description 


(DJuob-3) peroxidase [ ropuius KiL.ajs.cuLu_t2u&-L;3 j 


Seq* No. 


Z03uZ I 


Seq. ID 


LIBJIoO-Uiy-yi-i\l~^0 


Method 


cLiAb i A 


NCBI GI 


g455oooo 


BLAST score 




E value 


9.0e-ll 


Match length 


64 


% identity 


60 


NCBI Description 


(AC007063) putative white protein [Arabidops 


Seq. No. 


209028 


Seq. ID 


LIB3135-019-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3334112 


BLAST score 


265 


E value 


1.0e-23 


Match length 


77 


% identity 


65 


NCBI Description 


ACYL-COA- BINDING PROTEIN (ACBP) >gi 1938236 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209029 

LIB3135-019-Q1-K1-C7 

BLASTN 

g2341023 

54 

1.0e-21 

90 
91 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

209030 

LIB3135-019-Q1-K1-D1 

BLASTX 

gll34957 

144 

4.0e-09 



28833 



Match length 93 

% identity 34 

NCBI Description (U41162) unidentified ORF [Burkholderia cepacia] 

Seq. No. 209031 

Seq. ID LIB3135-019-Q1-K1-D2 

Method BLASTX 

NCBI GI g4165323 

BLAST score 459 

E value _ 3.0e-4 6 

Match length 92 

% identity 89 

NCBI Description (AB022442) p-type H+-ATPase [Vicia faba] 




Seq. No. 


209032 


Seq. ID 


LIB3135-019-O1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4469025 


BLAST score 


178 


E value 


5.0e-16 


Match length 


70 


% identity 


39 


NCBI Description 


(AL035602) putative protein [Arabidopsis thaliana] 


Seq. No. 


209033 


q^rr in 

OC^i J. Lf 


±j±E>^>XO*J U ± -7 IY.L JJft 


Method 


BLASTX 


NCBI GI 


g3075394 


BLAST score 


274 


E value 


l.Ge-24 


Match length 


87 


% identity 


70 


NCBI Description 


(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 




thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 




protein [Arabidopsis thaliana] 


Seq. No. 


209034 


Seq. ID 


LIB3135-019-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl477428 


BLAST score 


346 


E value 


9.0e-41 


Match length 


106 


% identity 


88 


NCBI Description 


(X99623) alpha-tubulin 1 [Hordeum vulgare] 


Seq. No. 


209035 


Seq. ID 


LIB3135-019-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


410 


E value 


3.0e-40 


Match length 


103 


% identity 


81 


NCBI Description 


(AC004665) unknown protein [Arabidopsis thaliana] 



Seq. No. 209036 

28834 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-019-Q1-K1-E6 

BLASTX 

g2462753 

419 

3.0e-41 

125 

62 

(AC002292) 
thaliana] 



putative polygalacturonase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



209037 

LIB3135-019-Q1-K1-E9 

BLASTX 

gl084393 

471 

3.0e-47 

139 

66 

peroxidase (EC 1.11.1.7) precursor - parsley >gi_559235 
(L36981) anionic peroxidase [Petroselinum crispum] 

209038 

LIB3135-019-Q1-K1-F10 

BLASTX 

g629483 



BLAST score 


297 


E value 


7.0e-27 


Match length 


122 


% identity 


51 


NCBI Description 


gene 1-Sc3 protein - European white birch 




>gi 534898 emb CAA54696 (X77601) 1 Sc-3 




>gi_1584322_prf 2122374C allergen Bet v 




pendula] 


Seq. No. 


209039 


:£eq. ID 


LIB3135-019-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl495251 


BLAST score 


591 


E value 


2.0e-61 


Match length 


137 


% identity 


81 


NCBI Description 


(Z70314) heat-shock protein [Arabidopsis - 


Seq. No. 


209040 


Seq. ID 


LIB3135-019-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g629483 


BLAST score 


314 


E value 


7.0e-29 


Match length 


125 


% identity 


54 


NCBI Description 


gene 1-Sc3 protein - European white birch 



1-Sc3 [Betula 



>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



28835 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209041 

LIB3135-019-Q1-K1-F5 

BLASTN 

g2829205 

72 

1.0e-32 

132 
16 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209042 

LIB3135-019-Q1-K1-F8 

BLASTN 

g3687405 

51 

8.0e-20 

71 

93 

Lycopersicon esculentum mRNA for hypothetical protein 
209043 

LIB3135-019-Q1-K1-F9 

BLASTX 

g2829899 

184 

1.0e-13 

81 

44 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

209044 

LIB3135-019-Q1-K1-G10 

BLASTX 

gll29145 

294 

1.0e-26 

107 
61 

(X75329) acetyl-CoA C-acyltransf erase [Mangifera indica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209045 

LIB3135-019-Q1-K1-G12 

BLASTX 

g421810 

467 

5.0e-47 

107 

84 

acetyl-CoA C-acyltransf erase 
cucumber 



(EC 2.3.1.16) precursor - 



Seq. No. 
Seq. ID 
Method 



209046 

LIB3135-019-Q1-K1-G4 
BLASTX 



28836 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2369766 
304 

9.0e-28 

125 

54 

(AJ001304) hypothetical protein [Citrus x paradisi] 
209047 

LIB3135-019-Q1-K1-G7 

BLASTX 

gl67367 

391 

3.0e-38 

74 

96 

(L08199) peroxidase [Gossypium hirsutum] 
209048 

LIB3135-019-Q1-K1-H1 

BLASTX 

g3193323 

240 

2.0e-20 

"51 
88 

(AF069299) similar to ribosomal protein S13 (Pfam; SIS.hmm, 
score: 78.35); identical to Arabidopsis 40S ribosomal 
protein S13 (fragment) (SW: P49203A) except the first 32 
amino acids are different [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



209049 

LIB3135-019-Q1-K1-H10 

BLASTX 

g3150407 

222 

4.0e-18 

73 
66 

(AC004165) hypothetical protein [Arabidopsis thaliana] 
209050 

LIB3135-019-Q1-K1-H12 

BLASTX 

g3150407 

268 

2.0e-23 

73 

75 

(AC004165) hypothetical protein [Arabidopsis thaliana] 
209051 

LIB3135-019-Q1-K1-H4 

BLASTN 

g2829205 

35 

2.0e-10 
93 



28837 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

209052 

LIB3135-019-Q1-K1-H7 

BLASTX 

gl076678 

161 

1.0e-ll 
44 
82 

ubiquitin / ribosomal protein S27a 



potato (fragment) 



209053 

LIB3135-019-Q1-K1-H8 

BLASTX 

g730645 

333 

2.0e-31 

82 
82 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 

(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 

[Arabidopsis thaliana] >gi_1903366_gb_AAB70449_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788 f gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


209054 


Seq. ID 


LIB3135-019-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3461848 


BLAST score 


439 


E value 


1.0e-43 


Match length 


121 


% identity 


69 


NCBI Description 


(AC005315) putative ATPase 


Seq. No. 


209055 


Seq. ID 


LIB3135-020-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2244734 


BLAST score 


563 


E value 


3.0e-58 


Match length 


116 


% identity 


97 


NCBI Description 


(D88414) actin [Gossypium 


Seq. No. 


209056 


Seq. ID 


LIB3135-020-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3420051 


BLAST score 


609 


E value 


2.0e-63 



28838 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



110 
97 

(AC004680) unknown protein [Arabidopsis thaliana] 



209057 

LIB3135-020-Q1-K1-A5 

BLASTX 

g4336205 

522 

2.0e-53 

114 

83 

(AF077372) cytochrome b5 reductase 
209058 

LIB3135-020-Q1-K1-A7 

BLASTX 

gl498338 

215 

1.0e-17 

94 
51 

(U60502) actin [Glycine max] 
209059 

LIB3135-020-Q1-K1-B3 

BLASTX 

g2244749 

153 

5.0e-10 

39 

69 

(Z 97335) hydroxymethyltransf erase 



[Zea mays] 



[Arabidopsis thaliana] 



209060 

LIB3135-020-Q1-K1-B5 

BLASTX 

g3334320 

454 

1.0e-45 

87 

97 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

209061 

LIB3135-020-Q1-K1-B6 

BLASTX 

g3342211 

195 

3.0e-15 

58 

64 

(U89255) Pti4 [Lycopersicon esculentum] 
209062 

LIB3135-020-Q1-K1-B7 



28839 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl363492 

178 

3.0e-13 

40 
82 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi_576507 (L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720__ (X83767) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 

209063 

LIB3135-020-Q1-K1-C1 

BLASTX 

g3128228 

511 

5.0e-52 

108 

88 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

209064 

LIB3135-020-Q1-K1-C7 

BLASTX 

gl20673 

724 

7.0e-77 

153 

90 

GLYCERALDEHYDE 
>gi_66013_pir_ 
dehydrogenase 



3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
DEPJG glyceraldehyde-3-phosphate 
EC 1.2.1.12) - garden petunia 
>gi_20551_emb_CAA42904_ (X6034 6) glyceraldehyde 
3-phosphate dehydrogenase [Petunia x hybrida] 

209065 

LIB3135-020-Q1-K1-C9 

BLASTX 

gl429226 

189 

3.0e-14 

46 

83 

(X98861) TFIIA [Arabidopsis thaliana] 
209066 

LIB3135-020-Q1-K1-D3 

BLASTX 

g!166450 

190 

2.0e-14 

41 

83 

(X95262) Tfm5 [Lycopersicon esculentum] 



28840 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209067 

LIB3135-020-Q1-K1-D4 

BLASTX 

g3184281 

142 

2.0e-09 

64 

47 

(AC004136) putative cytochrome P450 [Arabidopsis thaliana] 
209068 

LIB3135-020-Q1-K1-D9 

BLASTX 

g3075399 

170 

3.0e-12 

70 
50 

(AC004484) SF16-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209069 

LIB3135-020-Q1-K1-E10 

BLASTX 

gl370589 

189 

2.0e-14 

79 

53 

(X98304) protein induced upon tuberization [Solanum 
demissum] 



Seq. No. 


209070 


Seq. ID 


LIB3135-020-Q1-K1-E11 


Method 


BLASTN 


NCBI GI 


gl9212 


BLAST score 


49 


E value 


2.0e-18 


Match length 


130 


% identity 


27 


NCBI Description 


Tomato extensin mRNA (clone wl7-l) 


Seq. No. 


209071 


Seq. ID 


LIB3135-020-Q1-K1-E12 


Method 


BLASTN 


NCBI GI 


g3869075 


BLAST score 


50 


E value 


4.0e-19 


Match length 


118 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MXK3, complete sequence [Arabidops 


Seq. No. 


209072 


Seq. ID 


LIB3135-020-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2746719 


BLAST score 


324 



PI clone: 



28841 



£ value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-30 

93 

74 

(AF038386) histone H2B [Capsicum annuum] 
209073 

LIB3135-020-Q1-K1-F1 

BLASTX 

g3915037 

355 

9.0e-34 

91 

70 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi_2570067_emb_CAA04512_ (AJ001071) second sucrose 
synthase [Pisum sativum] 

209074 

LIB3135-020-Q1-K1-F3 

BLASTX 

g3024020 

594 

1.0e-61 

121 
93 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 


209075 


Seq. ID 


LIB3135-020-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g4006827 


BLAST score 


515 


E value 


1.0e-52 


Match length 


124 


% identity 


80 


NCBI Description 


(AC005970) subtilisin 


Seq. No. 


209076 


Seq. ID 


LIB3135-020-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g282963 


BLAST score 


498 


E value 


1.0e-50 


Match length 


103 


% identity 


85 


NCBI Description 


transforming protein 



(myb) homolog (clone myb.Ph2) 
petunia >gi_20561_emb_CAA78387_ (Z13997) protein 2 
x hybrida] 

Seq. No. 209077 

Seq. ID LIB3135-020-Q1-K1-F8 

Method BLASTX 

NCBI GI gll6923 

BLAST score 397 

E value 1.0e-38 



- garden 
[Petunia 



28842 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
61 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 

209078 

LIB3135-020-Q1-K1-G1 

BLASTX 

g3860277 

382 

6.0e-37 

113 

72 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_:4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

209079 

LIB3135-020-Q1-K1-G11 

BLASTX 

g558143 

205 

4.0e-16 

67 

60 

(L36946) orf 143 [Vicia faba] 
209080 

LIB3135-020-Q1-K1-G5 

BLASTX 

g2160166 

323 

6.0e-30 

128 

51 

(AC000132) No definition line found [Arabidopsis thaliana] 



209081 

LIB3135-020-Q1-K1-G6 

BLASTX 

g4191788 

224 

8.0e-19 

60 
63 

(AC005917) putative 
oxidase [Arabidopsis 



1-aminocyclopropane-l-carboxylate 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



209082 

LIB3135-020-Q1-K1-G7 

BLASTX 

g3608140 

146 

3.0e-09 
118 



28843 



# 





34 


NCBI Description 


(AC005314) unknown protein [Arabidopsis thaliana] 


Sea. No. 


209083 


Seq. ID 


LIB3135-020-Q1-K1-G8 


1 1G L.1 IV^V^t, 


BLASTX 


NCBI GI 


g2827715 


BLAST score 


143 


E value 


7.0e-09 




107 rx ^ 


9- A riAni" i tu 

O lUCUtl 


41 


NTCRT Hp <?rri nt* inn 


(AL021684) receptor protein kinase - like protein 


[Arabidopsis thaliana] 


Sea No 


209084 


Sea ID 


LIB3135-020-Q1-K1-H2 




BLASTX 


NCBI GI 


g3928086 


BLAST score 


243 


V vj^ 1 up 
iu v a J- uc 


1.0e-20 




94 


t> lUciiLity 


55 


NCBI Description 


(AC005770) unknown protein [Arabidopsis thaliana] 


O <S • IN \J • 


209085 


Sea ID 


LIB3135-020-Q1-K1-H5 




BLASTX 


NCBI GI 


gll61566 


BLAST score 


494 


Hi VqXUc 


5 Oe-50 


Ma +- y^i Vi 1 csnrr+'Vi 


133 


Q- i /~i /~\ t*i 4~~ i 4* it 


71 


KFPRT np^rrinf i nn 


(X94943) peroxidase [Lycopersicon esculentum] 


Can Tvrpk 


209086 


Seq. ID 


LIB3135-020-Q1-K1-H9 


Lie umj\-i 


BLASTX 


NCBI GI 


gl276977 


BLAST score 


474 


T7 1 lie 


8.0e-48 




108 




85 


NCBI Description 


(U47143) nonsymbiotic hemoglobin [Glycine max] 




209087 


Seq. ID 


LIB3135-021-Q1-K1-A1 




BLASTX 


NCBI GI 


g2695711 


BLAST score 


315 


TP •tra "1 np 


3.0e-29 




98 




61 


NCBI Description 


(AJ001370) cytochome b5 [Olea europaea] 


Seq. No, 


209088 


Seq. ID 


LIB3135-021-Q1-K1-A10 


Method 


BLASTX 



28844 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3080428 
148 

2.0e-09 

74 

34 

(AL022604) 



putative protein [Arabidopsis thaliana] 



209089 

LIB3135-021-Q1-K1-A6 

BLASTX 

gl36057 

153 

3.0e-10 

72 
51 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

209090 

LIB3135-021-Q1-K1-A8 

BLASTX 

g3876465 

298 

4.0e-27 

81 
70 

(Z81071) predicted using Genefinder; Similarity to Human 
small nuclear ribonucleoprotein E (SW:P08578); cDNA EST 
yk375g7.3 comes from this gene; cDNA EST yk375g7.5 comes 
from this gene; cDNA EST yk435f5.3 comes from this gene; 



Seq. No. 


209091 


Seq. ID 


LIB3135-021-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3885343 


BLAST score 


185 


E value 


5.0e-14 


Match length 


70 


% identity 


49 


NCBI Description 


(AC005623) hypothetical prot 


Seq. No. 


209092 


Seq. ID 


LIB3135-021-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl279654 


BLAST score 


424 


E value 


9.0e-42 


Match length 


146 


% identity 


57 


NCBI Description 


(X97351) peroxidase [Populus 




trichocarpa] 


Seq. No. 


209093 


Seq. ID 


LIB3135-021-Q1-K1-B3 


Method 


BLASTX 



28845 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3122724 
161 

4.0e-ll 

53 

66 

60S RIBOSOMAL PROTEIN L38 >gi__2289009 (AC002335) ribosomal 
protein L38 isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209094 

LIB3135-021-Q1-K1-B9 

BLASTX 

g4185819 

192 

1.0e-14 

47 
68 

(AF116845) 
batatas] 



metallothionein-like type 1 protein [Ipomoea 



beq. no. 




beq. lu 


T TR?1 ^R— 091 -Ol — Kl -CI 1 


L w lt2 UllUU 


BLASTX 




rr1 799760 


BLAST score 


331 


E value 


6.0e-31 


ixiatcn lengtn 


fin 


% identity 


i nn 

1UU 


NCBI Description 


/ 7 (TO i co \ -J f •! riaca F fioc; c^rnn nm V*i "i Y* < 3n"l~nTTl1 
\ itDD 1 Jt. y wli-L L XXlclo c [uUOOYpx lull iij-lcjul u_lll j 


Seq. No. 




beq* id 


T TR^1 "3^ — 091 —Hi — P<T1 -P9 


jyieunoa 






rrfi4^469 


BLAST score 


213 


E value 


3.0e-17 


Match length 


92 


% identity 


54 


NCBI Description 


(U19886) unknown [Lycopersicon esculentum] 


Seq. No. 


209097 


Seq. ID 


LIB3135-021-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4027891 


BLAST score 


338 


E value 


9.0e-32 


Match length 


84 


% identity 


71 


NCBI Description 


(AF049350) alpha-expansin precursor [Nicot 


Seq. No. 


209098 


Seq. ID 


LIB3135-021-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g542200 


BLAST score 


444 


E value 


3.0e-44 


Match length 


124 


% identity 


71 



28846 



NCBI Description hypothetical protein - garden asparagus 

>gi_452714_emb_CAA54526_ (X77320) unknown [Asparagus 
officinalis! 



Seq. No. 209099 

Seq. ID LIB3135-021-Q1-K1-C7 

Method BLASTX 

NCBI GI g3452263 

BLAST score 557 

E value 2.0e-57 

Match length 132 

% identity 84 

NCBI Description (AF035936) phosphatidylinositol 4-kinase; PI4K [Arabi- 
thaliana] 



Seq. No. 209100 

Seq. ID LIB3135-021-Q1-K1-C9 

Method BLASTX 

NCBI GI g3850778 

BLAST score 427 

E value 4.0e-42 

Match length 106 

% identity 77 

NCBI Description (Y18346) gluaredoxin [Lycopersicon esculentum] 

Seq. No. 209101 

Seq. ID LIB3135-021-Q1-K1-D1 

Method BLASTX 

NCBI GI g441457 

BLAST score 343 

E value 2.0e-32 

Match length 64 

% identity 97 

NCBI Description (X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

Seq. No. 209102 

Seq. ID LIB3135-021-Q1-K1-D10 

Method BLASTX 

NCBI GI gl946360 

BLAST score 285 

E value 1.0e-25 

Match length 102 

% identity 59 , 
NCBI Description (U93215) elicitor response element binding protein WRKY3 
isolog [Arabidopsis thaliana] 

Seq. No. 209103 

Seq. ID LIB3135-021-Q1-K1-D11 

Method BLASTX 

NCBI GI g3128195 

BLAST score 518 

E value 6.0e-53 

Match length 112 

% identity 93 

NCBI Description (AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 



28847 



phosphoribosyl pyrophosphate synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



209104 

LIB3135-021-Q1-K1-D6 

BLASTX 

g2828280 

248 

3.0e-36 

90 

80 

(AL021687) putative protein [Arabidopsis thaliana] 
>gi_2832633_emb_CAA16762_ (AL021711) putative protein 
[Arabidopsis thaliana] 

209105 

LIB3135-021-Q1-K1-E11 

BLASTN 

gl67350 

110 

2.0e-55 

110 

100 

Cotton late embryogenesis-abundant protein (Lea5-D) gene 
_exons-l-2, complete cds 

209106 

LIB3135-021-Q1-K1-E12 

BLASTX 

g629483 

299 

4.0e-27 

113 

54 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

209107 

LIB3135-021-Q1-K1-E3 

BLASTX 

g3219858 

362 

2.0e-40 

94 

8 9 

DNA-DIRECTED RNA POLYMERASE II 13.6 KD POLYPEPTIDE 

>gi_2129724_pir S71204 RNA polymerase II 13.6 kDa chain - 

Arabidopsis thaliana >gi_881501 (U28048) RNA polymerase II 
13.6 kDa subunit [Arabidopsis thaliana] 

209108 

LIB3135-021-Q1-K1-E4 

BLASTX 

gll73043 

302 



28848 



E value 
Match length 
% identity 
NCBI Description 



1.0e-27 

65 

91 

60S RIBOSOMAL PROTEIN L38 >gi_4794 41__pir S33899 ribosomal 

protein L38 - tomato (cv. Moneymaker) 

>gi_313027__emb_CAA49599_ (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 



k-> c ^ » ii* \j . 


209109 


Cprr TO 


LIB3135-021-O1-K1-E5 

XJ X. XJ ^/ X> \J X. \/ X> XV X. i— t 


M^i~ VioH 


BLASTX 


NCBI GI 


g3123745 


BLAST score 


471 


F. va 1 


2.0e-47 


Match length 


122 


% identity 


73 


KTPRT Flo err i Tit" i nn 


f ARC) 134 47} a 1 rnni mim— induced 






c prT td 


LIB3 135-02 1-01-K1-E7 


L v ie tnou 


DlxTlO X Vi 




K^/L O £.\J -J 


BLAST score 


104 


E value 


3.0e-51 


Match length 


382 


% identity 


16 


NCBI Description 


Gossypium hirsutum cultivar 




precursor (PRP) mRNA, comply 


Seq. No. 


209111 


Seq. ID 


LIB3135-021-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl33940 


BLAST score 


389 


E value 


1.0e-37 


Matcb length 


93 



[Brassica napus] 



% identity 

NCBI Description 



81 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi_7 0851__pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_exnb__CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209112 

LIB3135-021-Q1-K1-F11 

BLASTX 

g585110 

384 

4.0e-37 

132 

58 

ELECTRON TRANSFER FLAVOPROTEIN BETA-SUBUNIT (BETA-ETF) 

>gi_47 9194_pir S32482 electron transfer flavoprotein beta 

chain - human >gi_2781203__pdb_lEFV_B Chain B, 
Three-Dimensional Structure Of Human Electron Transfer 
Flavoprotein To 2.1 A Resolution >gi_297902_emb_CAA50441_ 
(X71129)* electron transfer flavoprotein beta subunit [Homo 
sapiens] >gi_4503609_ref_NP_001976 . l_pETFB_ 



28849 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



electron-transfer-f lavoprotein, beta polypeptide 
209113 

LIB3135-021-Q1-K1-F6 

BLASTN 

gl943694 

55 

1.0e-22 

63 

97 

Clerodendrum inerme 18S ribosomal RNA gene, partial 
sequence, internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence, 
and 26S ribosomal RNA gene, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209114 

LIB3135-021-Q1-K1-F8 

BLASTX 

gl20669 

155 

2.0e-ll 

73 
66 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi__66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase {EC 1.2.1.12) - Magnolia liliiflora - 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209115 

LIB3135-021-Q1-K1-G3 

BLASTX 

gl931647 

158 

5.0e-ll 

61 

52 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209116 

LIB3135-021-Q1-K1-G5 

BLASTN 

g2829205 

36 

7.0e-ll 

56 

91 

Gossypium hirsutum cultivar Siokra 1- 
precursor (PRP) mRNA, complete cds 

209117 

LIB3135-021-Q1-K1-G6 

BLASTX 

g294668 

455 

2.0e-45 



■2 proline-rich protein 



28850 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
95 

(L13242) beta-ketoacyl-ACP synthase [Ricinus communis] 
209118 

LIB3135-021-Q1-K1-H12 

BLASTX 

g728744 

500 

9.0e-51 

120 

79 

AUXIN- INDUCED PROTEIN PCNT115 >gi_100305_pir S16390 

auxin-induced protein - common tobacco 
>gi_19799_emb_CAA39708_ (X56267) auxin-induced protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



209119 

LIB3135-021-Q1-K1-H2 

BLASTX 

g445613 

454 

7.0e-53 

118 

86 

ribosomal protein L7 [Solanum tuberosum] 



209120 

LIB3135-021-Q1-K1-H6 

BLASTX 

gl771780 

316 

3.0e-29 

111 

58 

(Y10024) ubiquitin extension protein 
209121 

LIB3135-022-Q1-K1-A2 

BLASTX 

gl33867 

399 

5.0e-39 

97 

79 

4 OS RIBOSOMAL 



[Solanum tuberosum] 



PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb__CAA394 38__ (X55967) 
ribosomal protein Sll [Zea mays] 

209122 

LIB3135-022-Q1-K1-A7 

BLASTX 

g2088651 

260 

1.0e-22 

95 

52 



28851 



NCBI Description 



(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 


209123 


Seq. ID 


LIB3135-* 




BLASTN 




g2879810 


DT 7\ O "T cpArp 


45 


R va 1 i]p 


4 . Oe-16 


Maf 1 csn rri" h 
lia Lou _Lciiy uii 


121 


^ lUCUU-L uy 


84 


NPRT Dp^CTlDt ion 


Lupinus 


Sea. No. 


209124 


Seq. ID 


LIB3135- 


Method 


BLASTX 


NCBI GI 


g629483 


BLAST score 


232 


E value 


3.0e-19 


Match length 


85 


% identity 


55 


NCBI Description 


gene 1-S 



mRNA for ribosomal protein L30 



protein - European white birch 
>gi_534898_emb_CAA54696__ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 


209125 


Seq. ID 


LIB3135-022- 


Method 


BLASTX 


NCBI GI 


g3805842 


BLAST score 


454 


E value 


3.0e-45 


Match length 


138 


% identity 


70 


NCBI Description 


(AL031986) 


Seq. No. 


209126 


Seq. ID 


LIB3135-022 


Method 


BLASTX 


NCBI GI 


g419779 


BLAST score 


232 


E value 


1.0e-19 


Match length 


92 


% identity 


58 


NCBI Description 


ferredoxin- 



putative protein [Arabidopsis thaliana] 



-K1-C10 



trite reductase (EC 
tobacco (fragment) >gi_445051_prf 
reductase [Nicotiana tabacum] 



1.7.7.1) nir-2 - common 
1908371C nitrite 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209127 

LIB3135-022-Q1-K1-C2 

BLASTX 

g2495365 

269 

6.0e-24 

86 
65 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) 



>gi_445127_prf 1908431B 



28852 



heat shock protein HSP81-2 [Arabidopsis thaliana] 



Sea. No. 


209128 


Seq. ID 


LIB3135-022-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3281846 


BLAST score 


176 


F. value 


9.0e-13 


Match length 


76 


% identitv 


50 


NCRT Dp^rriDtion 

1^ J_J X i_y X> -I_ -1- W J.A 


(AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 


Seq. No. 


209129 


Seq. ID 


LIB3135-022-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2245138 


BLAST score 


501 


E value 


7.0e-51 


Match length 


134 


% icientitv 


69 


NCBI Descriotion 


(Z97344) hypothetical protein [Arabidopsis thaliana] 




209130 


Seq. ID 


T.TR^I ^S-022-Ol-Kl-DlO 


Method 


BLASTX 


NCBI GI 


g!173456 


RTiAST score 


352 


E value 


2.0e-33 




112 


% identitv 


54 


NCRT Dpsprintion 


SMALL NUCLEAR RIBONUCLEOPROTEIN SM D3 (SNRNP CORE PROTEIN 


D3) (SM-D3) >gi 600750 (U15009) Sm D3 [Homo sapiens] 


O t3 • lilU • 


209131 


Seq. ID 


LIB3135-022-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl69989 


BLAST score 


646 


E value 


7.0e-68 


Ma t rh lencfth 


135 


% identity 


90 


NCBI DescriDtion 


(L12157) NADPH-specific isocitrate dehydrogenase [Glycine 




max] 


Seq. No. 


209132 


Seq. ID 


LIB3135-022-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl706547 


BLAST score 


220 


E value 


6.0e-18 


Match length 


75 



% identity 57 

NCBI Description GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE, BASIC VACUOLAR ISOFORM 
PRECURSOR ( (l->3)-BETA-GLUCAN ENDOHYDROLASE) 
( (l->3) -BETA-GLUCANASE) (BETA-1, 3-ENDOGLUCANASE) 

>gi_2129912_pir S65077 beta-1, 3-glucanase class . I 

precursor - Para rubber tree >gi_1184 668 (U22147) 



28853 



beta-l,3-glucanase [Hevea brasiliensis] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209133 

LIB3135-022-Q1-K1-E2 

BLASTX 

gl345975 

218 

1.0e-17 

59 
69 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_1084421_pir JC2555 omega-3 fatty acid desaturase - 

Common tobacco (cv. SRI) >gi_599592_dbj_BAA05515_ (D26509) 
microsomal omega-3 acid desaturase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209134 

LIB3135-022-Q1-K1-E3 

BLASTX 

gll3742 

278 

8.0e-25 

107 

50 

AMI NOPE PT I DAS E N ( ALPHA- AMINOACYLPEPT IDE HYDROLASE) 
>gi_147142 (M15273}* peptidase N [Escherichia coli] 
>gi_147144 (M15676) aiainopeptidase N [Escherichia coli] 
>gi__1787163 (AE000195) aminopeptidase N [Escherichia coli] 
>gi_40624 98_dbj_BAA35684_ (D90731) Aminopeptidase n (EC 
3.4711.2) (alpha-aminoacylpeptide hydrolase). [Escherichia 
coli] 



Seq. No. 


209135 


Seq. ID 


LIB3135-022-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


403 


E value 


1.0e-39 


Match length 


101 


% identity 


76 


NCBI Description 


(AC006200) putative aldol 


Seq. No. 


209136 


Seq. ID 


LIB3135-022-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4008159 


BLAST score 


276 


E value 


1.0e-24 


Match length 


95 


% identity 


46 


NCBI Description 


(AB015601) DnaJ homolog [ 


Seq. No. 


209137 


Seq. ID 


LIB3135-022-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl345975 


BLAST score 


233 


E value 


9.0e-37 



28854 



Match length 

% identity 

NCBI Description 



87 
85 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_1084421_pir JC2555 omega-3 fatty acid desaturase - 

Common tobacco (cv. SRI) >gi_599592_dbj_BAA05515_ (D26509) 
microsomal omega-3 acid desaturase [Nicotiana tabacum] 



Q^arr Ma 


209138 

w *S -I- iJ 'iJ 


<J " • _L U 


LIB3135-022-O1-K1-E7 


Method 


BLASTX 


NffRT GI 


a3687246 


RT.A.9T ^rnrp 

IJJ-IxlkJ) J. O O w J_ C» 


164 


E value 


2.0e-ll 


Match length 


94 


% identity 


37 


NCBI Description 


(AC005169) putative suppressor protein [Arabidopsis 




tha 1 ianal 






Sea ID 


LIB3135-022-Q1-K1-F1 


l*iC UI1UU, 




mpdt r;T 




OLirlu 1 oLUI C 




U 1 Tra 1 no 




Mai - 1 onn"t""h 
rid Loll icu^Lii 


R1 


% identity 


77 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 




Z*\J J ± *3 V 


oeq. iu 


T TR^1 '3 c i-fi99— H1 — Kl — VI 9 


wtQ , i- /-^ 

L v Jc LllUvJ. 


DLlflO 1A 


VtfRT {IT 




JD.Un.DJL SCO-LC 


91 n 

6J.U 


E value 


5.0e-17 


Match length 


88 


% identity 


50 


NCBI Description 


(AJ006225) small GTP-binding protein [Mesembryanthemum 




crystallinum] 


Seq. No. 


209141 


Seq. ID 


LIB3135-022-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2497752 


BLAST score 


297 


E value 


6.0e-27 


Match length 


105 



% identity 55 

NCBI Description NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 

>gi_1321911_emb_CAA65475_ (X96714) lipid transfer protein 
[Prunus dulcis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209142 

LIB3135-022-Q1-K1-G5 

BLASTN 

g2829205 

37 

2.0e-ll 



28855 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



214 
49 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

209143 

LIB3135-022-Q1-K1-H3 

BLASTX 

g4455256 

454 

2.0e-45 

122 

68 

(AL035523) protein-methionine-S-oxide reductase 
[Arabidopsis thaliana] 

209144 

LIB3135-022-Q1-K1-H4 

BLASTX 

g4204313 

272 

6.0e-24 

123 

47 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

209145 

LIB3135-022-Q1-K1-H6 

BLASTX 

g4454033 

550 

1.0e-56 

147 
64 

(AL035394) putative potassium transport protein 
[Arabidopsis thaliana] 

209146 

LIB3135-022-Q1-K1-H9 

BLASTX 

g3334245 

354 

1.0e-33 

108 

62 

LACTOYLGLUT AT H I ONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) {S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2909424_emb_CAA12028_ (AJ224520) Glyoxalase I [Cicer 
arietinum] 

209147 

LIB3135-023-Q1-K1-A12 

BLASTX 

g4062934 

701 



28856 



E value 


3.0e-74 


Match length 


141 


% identity 


89 


NCBI Description 


(D88272) formate dehydrogenase [Hordeum vulgare] 


Seq. No. 


209148 


Seq. ID 


LIB3135-023-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3212610 


RLAST score 


219 


E value 


6.0e-18 


Match length 


92 


% identity 


51 


NCBI Description 


Chain A, Sulfite Oxidase From Chicken Liver 


>gi 3212611 pdb_lSOX_B Chain B, Sulfite Oxidase From 




Chicken Liver 


Seq. No. 


209149 


Seq. ID 


LIB3135-023-Q1-K1-A8 


Mpthod 


BLASTX 


NCBI GI 


g3075391 


BLAST score 


204 


E value 


2.0e-16 


Match lpncrth 


80 




51 


NCBI Description 


(AC004f84) unknown protein [Arabidopsis thaliana] 


flprr No 

kJ \Z • LiW • 


209150 


Seq. ID 


LIB3135-023-Q1-K1-A9 


M^fhod 


BLASTX 


NCBI GI 


g2493133 


BLAST score 


234 


E value 


2.0e-19 


Match length 


113 


% identity 


49 


NCBI Descriotion 


VACUOLAR ATP SYNTHASE SUBUNIT D (V-ATPASE D SUBUNIT) 


>gi 2183244 (AF002134) Vma8p [Candida albicans] 


Seq. No. 


209151 


Seq. ID 


LIB3135-023-Q1-K1-B10 


Method 


BLASTX ^~ 


NCBI GI 


gl498053 


BLAST score 


366 


E value 


6.0e-35 


Match lencrth 


110 




67 


NCBI Description 


(U64436) ribosomal protein S8 [Zea mays] 


QpCf No 


209152 


Seq. ID 


LIB3135-023-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gll68470 


BLAST score 


168 


E value 


8.0e-12 


Match length 


112 


% identity 


42 


NCBI Description 


PROTEIN KINASE APKlA >gi_282877_pir S28615 protein 



28857 



tyrosine/serine/threonine-specific (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 


209153 


Seq. ID 


LIB3135-023-Q1-K1-B6 


Method 


BLASTN 


NCBI GI 


g871468 


BLAST score 


44 


E value 


1.0e-15 


Match length 


205 


% identity 


85 


NCBI Description 


H.annuus mitochondrion genes trnH and trnE 


Seq. No. 


209154 


Seq. ID 


LIB3135-023-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2292917 


BLAST score 


172 


E value 


4.0e-22 


Match length 


78 


% identity 


78 


NCBI Description 


(X99851) galactokinase [Arabidopsis thaliana] 


Sea No . 


209155 


Seq. ID 


LIB3135-023-Q1-K1-B9 


Mpthod 


BLASTX 


NCBI GI 


g2511541 


BLAST score 


624 


F. vfl 1 hp 

J_J V QXU^ 


3. Oe-65 


Match length 


139 


% identity 


87 


NCBI Description 


(AF020787) DNA-binding protein GBP 16 [Oryza sativa 


Seq. No. 


209-156 


Seq. ID 


LIB3135-023-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl34892 


BLAST score 


261 


E value 


7.0e-33 


Match length 


142 


% identity 


58 


NCBI Description 


SIGNAL RECOGNITION PARTICLE RECEPTOR ALPHA SUBUNIT 



(SR- ALPHA) (DOCKING PROTEIN ALPHA) (DP-ALPHA) 

>gi_88607_pir A29440 signal recognition particle recepti 

- human >gi_30866_emb_CAA29608_ (X06272) docking protein 
[Homo sapiens] >gi_4507223__ref_NP_003130 . l_pSRPR_ signal 
recognition particle receptor ('docking protein') 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



209157 

LIB3135-023-Q1-K1-C12 

BLASTX 

gl36057 

234 

2.0e-19 
71 



28858 



% identity 

NCBI Description 



63 

TRIOSE PHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 IS) -tetrahydroberberine oxidase 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 


209158 


Seq. ID 


LIB3135-023-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g267075 


BLAST score 


359 


E value 


1.0e-34 


Match length 


77 


% identity 


92 


NCBI Description 


TUBULIN BETA- 2 CHAIN >gi_38 8254_emb_CAA38 614_ 




beta-tubulin 2 [Pisum sativum] 


Seq. No. 


209159 


Seq. ID 


LIB3135-023-Q1-K1-C7 


Method 


BLASTN 


NCBI GI 


al8058 


i—> i inu x o w w _l_ 


242 


E value 


1.0e-134 


Match length 


274 


S; -i Hprtt i tv ' 


97 


NCBI Description 


Citrus limon cistron for 26S ribosomal RNA 


Sea. No. 


209160 


Sea ID 


LIB3135-023-O1-K1-D10 


Method 


BLASTN 


NCBI GI 


g3449327 


BLAST score 


40 


E value 


3. 0e-13 


Match length 


52 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MCA23, complete sequence [Arabidopsis thalian 


Seq. No. 


209161 


Seq. ID 


LIB3135-023-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl36057 


BLAST score 


197 


E value 


3.0e-15 


Match length 


67 



(X54845) 



PI clone 



% identity 

NCBI Description 



58 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209162 

LIB3135-023-Q1-K1-E10 

BLASTX 

g3386621 

369 

8.0e-37 



28859 



Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
86 

(AC004665) unknown protein [Arabidopsis thaliana] 
209163 

LIB3135-023-Q1-K1-E9 

BLASTX 

g3643594 

357 

6.0e-34 

99 

75 

(AC005395) unknown protein [Arabidopsis thaliana] 
209164 

LIB3135-023-Q1-K1-F10 

BLASTX 

g629483 

314 

7.0e-29 

125 

53 

gene 1-Sc3 protein - European white birch 
>gi_534898_erab_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

209165 

LIB3135-023-Q1-K1-F12 

BLASTX 

g3786016 

208 

2.0e-16 
51 
76 

(AC005499) 
thaliana] 



putative elongation factor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209166 

LIB3135-023-Q1-K1-F9 

BLASTX 

gll3029 

395 

2.0e-38 

118 

69 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68209_pir WZCNIU isocitrate lyase (EC 4.1.3.1) - 

upland cotton >gi_18486_emb_CAA36381_ (X52136) isocitrate 
lyase (AA 1-576) [Gossypium hirsutum] 

209167 

LIB3135-023-Q1-K1-G10 

BLASTX 

g421810 

558 

1.0e-57 



28860 



Match length 

% identity 

NCBI Description 



128 
83 

acetyl-CoA C-acyltransf erase 
cucumber 



(EC 2.3.1.16) precursor - 



Seq. No. 


209168 


Seq. ID 


LIB3135-023-Q1-K1-G11 


Method. 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


373 


E value 


8. Oe-36 


Match length 


143 


% identity 


53 


NCBI Description 


(D89802) elongation factor IB gamma [Oryza sativa] 


Seq. No. 


209169 


Seq. ID 


LIB3135-023-Q1-K1-G12 


Mpt hod 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


159 


R 1 IIP 


3. Oe-11 


Match length 


49 


% identity 


63 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


Seq. No. 


209170 


Seq. ID 


LIB3135-023-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


a421826 


RLAST qrnrp 

UJ-UiU J. O W -1— 


315 


E value 


1.0e-29 


L iCi U. Uil li. 


68 


S; t Hont" i f v 
o -t_v_iLv^ii _i_ u> y 


82 


NCBI Description 


chlorophyll a/b— binding protein CP29 - Arabidopsis 




>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsi: 




thaliana] 


Seq. No. 


209171 


Seq. ID 


LIB3135-023-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl346524 


BLAST score 


308 


E value 


3.0e-28 


Match length 


60 


% identity 


93 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



SYNTHETASE (METHIONINE 
(ADOMET SYNTHETASE) >gi__4 97900 

[Populus 



S-ADENOSYLMETHIONINE 
ADENOSYLTRANSFERASE) 

(M73430) S-adenosyl methionine synthetase 
deltoides] 

209172 

LIB3135-023-Q1-K1-G9 

BLASTX 

gll72635 

281 

3.0e-25 
77 



28861 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

26S PROTEASE REGULATORY SUBUNIT 4 HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 2) >gi_556558_dbj_BAA04615_ (D17789) rice 
homologue of Tat binding protein [Oryza sativa] 



209173 

LIB3135-023-Q1-K1-H10 

BLASTX 

g3150407 

268 

2.0e-23 

73 

75 

(AC004165) hypothetical protein [Arabidopsis thaliana] 
209174 

LIB3135-023-Q1-K1-H11 

BLASTN 

g2829205 

159 

4.0e-84 
414 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

209175 

LIB3135-023-Q1-K1-H12 

BLASTX 

g3980393 

358 

4.0e-34 

105 

63 

(AC004561) putative glutathione S-transf erase [Arabidopsis 
thaliana] 

209176 

LIB3135-023-Q1-K1-H8 

BLASTX 

g2213867 

343 

3.0e-32 

145 

50 

(AF003124) fructose-biphosphate aldolase [Mesembryanthemum 
crystallinum] 

209177 

LIB3135-024-Q1-K1-A11 

BLASTN 

g434989 

198 

1.0e-107 

356 

91 

O.berteriana mitochondrial trnC and trnN genes 



28862 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209178 

LIB3135-024-Q1-K1-B11 

BLASTN 

g514323 

38 

6.0e-12 

50 
94 

Arabidopsis thaliana RNA polymerase subunit 
mRNA, complete cds 



(isoform B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209179 

LIB3135-024-Q1-K1-B5 

BLASTX 

g2677828 

299 

3.0e-27 

107 

60 

(U93166) cysteine protease 



[Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209180 

LIB3135-024-Q1-K1-B7 

BLASTX 

g2129639 

649 

3.0e-68 

131 

96 

luminal binding protein (BiP) - Arabidopsis thaliana 
>gi_1303695jdbj_BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 



Seq. No. 


209181 


Seq. ID 


LIB3135-024-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4512653 


BLAST score 


255 


E value 


1.0e-29 


Match length 


100 


% identity 


68 


NCBI Description 


(AC007048) unknown protein 


Seq. No. 


209182 


Seq. ID 


LIB3135-024-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g548852 


BLAST score 


358 


E value 


4.0e-34 


Match length 


82 


% identity 


79 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S21 



>gi_481227__pir_ 
protein S21 - rice >gi_303839_dbj_BAA02l! 
subunit ribosomal protein [Oryza sativa] 



S38357 



ribosomal 
533) 40S 



Seq. No. 



209183 



28863 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3135-024-Q1-K1-C10 

BLASTX 

g2558654 

353 

2.0e-33 

127 

56 

(AC002354) No 



definition line found [Arabidopsis thaliana] 



209184 

LIB3135-024-Q1-K1-C5 
BLASTX 
g266972 
198 

2.0e-15 
54 
65 

40S RIBOSOMAL PROTEIN S29 >gi_63188 

protein S29 - rat >gi_1362934_pir 

S29 - human >gi_57133_emb_CAA417783 
protein S29 [Rattus norvegicus] >gi 
ribosomal protein S29 [Homo sapiens' 
homologous to antisense sequence of 
[Homo sapiens] >gi_1220418' (L31609) 
[Mus musculus] >gi_1513230 (U66372) 

[Bos taurus] >gi_1096945_prf 21132 

S29 [Homo sapiens] >gi_4506717_refj 
ribosomal protein S29 



209185 

LIB3135-024-Q1-K1-C9 

BLASTX 

g2494415 

590 

2.0e-61 

133 
91 

FRUCTOSE-1, 6-BIS PHOSPHATASE, 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 



4__pir S30298 ribosomal 

S55919 ribosomal protein 

(X59051) ribosomal 
_550027 (U14973) 
] >gi_1220361 (L31610) 
krev-1, anti oncogene 
S29 ribosomal protein 
ribosomal protein S29 
00H ribosomal protein 
NP_0 01023. l__pRPS 2 9_ 



>gi_515747 
max] 



CHLOROPLAST PRECURSOR 
1-PHOSPHOHYDROLASE) (FBPASE) 



(L34841) fructose-1, 6-bisphosphatase [Glycine 



209186 

LIB3135-024-Q1-K1-D1 

BLASTX 

g4426565 

166 

2.0e-ll 

84 

39 

(AF031483) unknown [Rattus norvegicus] 
209187 

LIB3135-024-Q1-K1-D12 

BLASTX 

g4467095 

254 



28864 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-22 

132 

39 

(AL035538) putative protein [Arabidopsis thaliana] 
209188 

LIB3135-024-Q1-K1-D3 

BLASTX 

g2618721 

368 

3.0e-35 

74 

89 

(U49072) IAA16 [Arabidopsis thaliana] 
209189 

LIB3135-024-Q1-K1-D4 

BLASTX 

g3068809 

219 

4.0e-18 

74 

62 

(AF059295) Skpl homolog [Arabidopsis thaliana] 
209190 

LIB3135-024-Q1-K1-D6 

BLASTX 

g2501231 

454 

3.0e-45 

137 

64 

HYPOTHETICAL 38.1 KD PROTEIN >gi_99505_pir S24930 

hypothetical protein - pink corydalis 
>gi_18258_emb_CAA45139_ (X63595) protein of unknown 

function [Corydalis sempervirens] >gi_4 44333_prf 1906382A 

pCSC71 protein [Corydalis sempervirens] 



Seq. No. 


209191 


Seq. ID 


LIB3135- 


Method 


BLASTX 


NCBI GI 


g2244792 


BLAST score 


592 


E value 


2.0e-61 


Match length 


130 


% identity 


46 


NCBI Description 


(Z97336) 


Seq. No. 


209192 


Seq. ID 


LIB3135- 


Method 


BLASTX 


NCBI GI 


g3297819 


BLAST score 


534 


E value 


1.0e-54 


Match length 


132 


% identity 


73 



ankyrin homolog [Arabidopsis thaliana] 



28865 



NCBI Description 



(AL031032) protein kinase 
thaliana] 



- like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209193 

LIB3135-024-Q1-K1-F10 

BLASTX 

g500837 

299 

4.0e-27 

125 
43 

(U10556) Irelp: Probable protein kinase [Saccharomyces 
cerevisiae] 



Seq. No. 


209194 


Seq. ID 


LIB3135-024-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl518855 


BLAST score 


143 


E value 


3.0e-09 


Match length 


84 


% identity 


42 


NCBI Description 


(U65960) HASPP28 [Homo 


Seq. No. 


209195 


Seq. ID 


LIB3135-024-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3123264 


BLAST score 


527 


E value 


7.0e-54 


Match length 


130 


% identity 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN 



(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


209196 


Seq. ID 


LIB3135-024-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2388575 


BLAST score 


254 


E value 


8.0e-22 


Match length 


133 


%- identity 


41 


NCBI Description 


(AC000098) YUP8H12.18 [Arabidopsis thaliana] 


Seq. No. 


209197 


Seq. ID 


LIB3135-024-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl362615 


BLAST score 


259 


E value 


2.0e-22 


Match length 


113 


% identity 


51 


NCBI Description 


iswi protein - fruit fly (Drosophila melanogaster) 



>gi_439197 (L27127) ISWI protein [Drosophila melanogaster] 



Seq. No. 



209198 



28866 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-024-Q1-K1-F8 

BLASTN 

g2829205 

90 

7.0e-43 

366 

23 

Gossypium hirsutum cultivar Siokra 
precursor (PRP) mRNA, complete cds 



1-2 proline-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209199 

LIB3135-024-Q1-K1-G1 

BLASTN 

g2829205 

150 

9.0e-79 

409 

21 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

209200 

LIB3135-024-Q1-K1-G11 

BLASTX 

g!362093 

213 

5.0e-17 

53 

77 

hypothetical protein (clone TPP15) - tomato (fragment) 
>gi_924632 (U20595) unknown [Solanum lycopersicum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209201 

LIB3135-024-Q1-K1-G12 

BLASTX 

g4218120 

159 

1.0e-10 
81 
40 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



209202 

LIB3135-024-Q1-K1-G2 

BLASTN 

g3821780 

33 

6.0e-09 

35 

59 

Xenopus laevis cDNA clone 27A6-1 
209203 

LIB3135-024-Q1-K1-G8 

BLASTX 

g719291 



28867 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
, Match length 
identity 
NCBI Description 



482 

1.0e-48 

128 
74 

(U19134) unknown [Arabidopsis thaliana] 

>gi_1095007_prf 2107236A SABRE gene [Arabidopsis thaliana] 

209204 

LIB3135-024-Q1-K1-G9 

BLASTX 

g3158474 

447 

2.0e-44 

111 

79 

(AF067184) aquaporin 1 [Samanea saman] 
209205 

LIB3135-024-Q1-K1-H1 

BLASTX 

g3688123 

288 

8.0e-26 

67 

79 

(AJ006293) granule-bound starch synthase [Antirrhinum 
ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209206 

LIB3135-024-Q1-K1-H10 

BLASTX 

g2654358 

462 

3.0e-46 

134 

63 

(Y15522) MNUDC protein [Mus musculus] 

>gi_2808636__emb_CAA57201_ (X81443) Sig 92 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



209207 

LIB3135-024-Q1-K1-H2 

BLASTX 

g719291 

506 

2.0e-51 

126 

79 

(U19134) unknown [Arabidopsis thaliana] 

>gi_1095007_prf 2107236A SABRE gene [Arabidopsis thaliana] 

209208 

LIB3135-024-Q1-K1-H9 

BLASTX 

g3493172 

290 

3.0e-26 
102 



28868 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(U89609) fiber annexin [Gossypium hirsutum] 
209209 

LIB3135-025-Q1-K1-A1 

BLASTX 

g400976 

477 

4.0e-48 

101 

94 

RAS -RELATED PROTEIN RHA1 >gi_478671_pir S23727 GTP-binding 

protein RHA1 - Arabidopsis thaliana >gi_164 84_emb_CAA41863_ 
(X59152) RHA1 [Arabidopsis thaliana] 

>gi_397594_emb_CAA80534_ (Z22958) GTP-binding protein 
[Arabidopsis thaliana] 



Seq. No. 


209210 


Seq. ID 


LIB3135-025 


Method 


BLASTX 


NCBI GI 


g3702339 


BLAST score 


156 


E value 


2.0e-10 


Match .length 


81 


% identity 


41 


NCBI Description 


(AC005397) 


Seq. No. 


209211 


Seq. ID 


LIB3135-025 


Method 


BLASTX 


NCBI GI 


gl708313 


BLAST score 


524 


E value 


2.0e-53 


Match length 


110 


% identity 


95 


NCBI Description 


HEAT SHOCK 



unknown protein [Arabidopsis thaliana] 



PROTEIN 81-3 (HSP81-3) >gi_999396_bbsJ163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



209212 

LIB3135-025-Q1-K1-B1 

BLASTX 

g2924772 

435 

2.0e-43 

95 

88 

(AC002334) unknown protein [Arabidopsis thaliana] 
209213 

LIB3135-025-Q1-K1-B11 

BLASTX 

g3212854 

168 

8.0e-12 

92 



28869 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(AC004005) unknown protein [Arabidopsis thaliana] 
209214 

LIB3135-025-Q1-K1-B3 

BLASTX 

g3281851 

177 

6.0e-16 

68 

62 

(AL031004) RNA lariat debranching enzyme - like protein 
[Arabidopsis thaliana] 

209215 

LIB3135-025-Q1-K1-B4 

BLASTX 

g4455329 

212 

5.0e-17 

87 

52 

(AL035525) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 

209216 

LIB3135-025-Q1-K1-B8 

BLASTX 

g4455329 

315 

5.0e-29 

97 

64 

(AL035525) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 



Seq. No. 


209217 ' 


Seq. ID 


LIB3135-025-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2982432 


BLAST score 


296 


E value 


8.0e-27 


Match length 


66 


% identity 


82 


NCBI Description 


(AL022224) putative protein 


Seq. No. 


209218 


Seq. ID 


LIB3135-025-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g897761 


BLAST score 


194 


E value 


3.0e-15 


Match length 


88 


% identity 


43 


NCBI Description 


(X89416) protein phosphatase 


Seq. No. 


209219 



[Arabidopsis thaliana] 



5 [Homo sapiens] 



28870 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-025-Q1-K1-C7 

BLASTX 

g3914403 

208 

9.0e-24 

74 

74 

PROTOPORPHYRINOGEN OXIDASE, MITOCHONDRIAL {PPO II) 
(PROTOPORPHYRINOGEN IX OXIDASE ISOZYME II) (PPX II) 
>gi_2370335_emb_CAA7 38 66_ (Y13466) protoporphyrinogen 
oxidase [Nicotiana tabacum] >gi_3929920_dbj_BAA34 712_ 
(AB020500) mitochondrial protoporphyrinogen oxidase 
[Nicotiana tabacum] >gi_4105188 (AF044129) 
protoporphyrinogen oxidase PX-2 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209220 

LIB3135-025-Q1-K1-D1 

BLASTX 

g3914403 

504 

3.0e-51 

125 
76 

PROTOPORPHYRINOGEN OXIDASE, MITOCHONDRIAL (PPO II) 
(PROTOPORPHYRINOGEN IX OXIDASE ISOZYME II) (PPX II) 

>gi_2370335_emb_CAA73866_ (Y134 66) protoporphyrinogen 

oxidase [Nicotiana tabacum] >gi_3929920_dbj_BAA34712_ 
(AB020500) mitochondrial protoporphyrinogen oxidase 
[Nicotiana tabacum] >gi_4105188 (AF044129) 

protoporphyrinogen oxidase PX-2 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209221 

LIB3135-025-Q1-K1-D2 

BLASTX 

g3850579 

317 

1.0e-29 

89 

69 

(AC005278) Strong similarity to gb_D14550 extracellular 
dermal glycoprotein (EDGP) precursor from Daucus carota. 
ESTs gb__H37281, gb_T44167, gb_T21813, gb__N38437, gb_Z26470, 
gb_R65072, gb_N76373, gb_F15470, gb_Z35182, gb_H76373, 
gb_Z34678 an 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



209222 

LIB3135-025-Q1-K1-D3 

BLASTX 

gl709990 

229 

4.0e-19 

50 
86 



NCBI Description 60S RIBOSOMAL PROTEIN L35A 



Seq. „No. 
Seq. ID 



209223 

LIB3135-025-Q1-K1-D4 



28871 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2687726 

315 

4.0e-29 

108 

56 

(AJ003246) 
max] 



2 1 -hydroxydihydrodaidzein reductase [Glycine 



209224 

LIB3135-025-Q1-K1-D5 

BLASTX 

g3914403 

283 

2.0e-25 

86 

64 

PROTOPORPHYRINOGEN OXIDASE, MITOCHONDRIAL (PPO II) 
(PROTOPORPHYRINOGEN IX OXIDASE ISOZYME II) (PPX II) 

>gi_2370335_emb_CAA738 66_ (Y13466) protoporphyrinogen 

oxidase [Nicotiana tabacum] >gi_3929920_dbj_BAA34712_ 
(AB020500) mitochondrial protoporphyrinogen oxidase 
[Nicotiana tabacum] >gi_4105188 (AF044129) 

protoporphyrinogen oxidase PX-2 [Nicotiana tabacum] 



Seq. No. 


209225 


Seq. ID 


LIB3135-025- 


Method 


BLASTX 


NCBI GI 


g3643600 


BLAST score 


174 


E value 


9.0e-14 


Match length 


102 


% identity 


52 


NCBI Description 


(AC005395) 


Seq. No. 


209226 


Seq. ID 


LIB3135-025 


Method 


BLASTX 


NCBI GI 


g3901018 


BLAST score 


151 


E value 


2.0e-10 


Match length 


55 


% identity 


58 


NCBI Description 


(AJ130889) 




sylvatica] 


Seq. No. 


209227 


Seq. ID 


LIB3135-025 


Method 


BLASTX 


NCBI GI 


g3337366 


BLAST score 


150 


E value 


1.0e-09 


Match length 


148 


% identity 


16 


NCBI Description 


(AC004481) 



stress and pathogenesis-related protein [Fagus 



Seq. No. 



209228 



28872 



Seq. ID 


LIB3135-025-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3643600 


BLAST score 


196 


E value 


1.0e-30 


Match length 


114 


% identity 


74 


NCBI Description 


(AC005395) hypothetical 


Seq, No. 


209229 


Seq. ID 


LIB3135-025-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3334144 


BLAST score 


188 


E value 


1.0e-16 


Match length 


65 


% identity 


72 


NCBI Description 


Gl/S-SPECIFIC CYCLIN C-' 




(D86925) C-type cyclin 



[Arabidopsis thaliana] 



oeq. no. 


<£, U y£.3\J 


oeq. lu 


T TR^I ^S-09 E i-O1 -K1 -V^i 




RT.A9TX 




rr^m AAA 


BLAST score 


-148 


E value 


1.0e-09 


jyiat.cn lengtn 


ft Q 


% identity 


JJ 


jncdj. Description 


^a/_7jDOJ protein l v jh it u j. uu^miiia ■ 


beq. no . 


9009*31 
ZU?iJl 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3769673 


BLAST score 


446 


E value 


2.0e-44 


Match length 


102 


% identity 


73 


NCBI Description 


(AF095285) Tic20 [Pisum sativum] 


Seq. No. 


209232 


Seq. ID 


LIB3135-025-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3334147 


BLAST score 


747 


E value 


1.0e-79 


Match length 


153 


% identity 


90 


NCBI Description 


ENDOCHI T INASE 1 PRECURSOR >gi_14 




chitinase [Gossypium hirsutum] 


Seq. No. 


209233 


Seq. ID 


LIB3135-025-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3249105 


BLAST score 


306 


E value 


2.0e-28 



(U60197) class I 



28873 



Match length 80 
% identity 75 

NCBI Description (AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X7888€ from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209234 

LIB3135-025-Q1-K1-F12 

BLASTX 

g3294469 

223 

3.0e-18 

51 

88 

(U89342) phosphoglucomutase 2 [Zea mays] 
209235 

LIB3135-025-Q1-K1-F2 

BLASTX 

gl418331 

268 

9.0e-24 

95 

58 

(X95909) receptor like protein kinase [Arabidopsis 
thaliana] 

209236 

LIB3135-025-Q1-K1-F5 

BLASTX 

g3164222 

153 

4.0e-10 

98 

40 

(AB008518) RMA1 [Arabidopsis thaliana] >gi_4206205 
(AF071527) RMA1 RING zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209237 

LIB3135-025-Q1-K1-G1 

BLASTX 

g475602 

175 

8.0e-13 

82 
49 

(U08384) BiP isoform A 



[Glycine max] 



209238 

LIB3135-025-Q1-K1-G12 

BLASTX 

gl052973 

158 

1.0e-10 

128 

30 

(U37838) fructokinase [Beta vulgaris] 



28874 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209239 

LIB3135-025-Q1-K1-G5 

BLASTX 

g729618 

455 

2.0e-45 

112 

81 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 2 (GRP 78-2) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 2) (BIP 

2) >gi_82172_pir PQ0262 luminal binding protein BLP-2 - 

common tobacco (fragment) >gi_100338_pir S21878 heat shock 

protein BiP homolog blp2 - common tobacco (fragment) 
>gi_19807_emb_CAA42661_ (X60059) luminal binding protein 
(BiP) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209240 

LIB3135-025-Q1-K1-G9 

BLASTX 

g3335353 

460 

5.0e-46 

124 

63 

(AC004512) 
thaliana. 



Similar to cytochrome P450 gb_X90458 from A. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209241 

LIB3135-025-Q1-K1-H2 

BLASTX 

g3183088 

217 

1.0e-17 

68 

63 

PROBABLE NONSPECIFIC LIPID- TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_62 9658_pir S47084 lipid transfer like protein - 

cowpea >gi_4 99034_erab_CAA56113__ (X7 9604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209242 

LIB3135-025-Q1-K1-H3 

BLASTX 

g!12717 

168 

7.0e-13 

97 

42 

21 KD PROTEIN PRECURSOR (1.2 PROTEIN) >gi_82050_pir S10911 

hypothetical protein precursor - carrot 

>gi_18312_erab_CAA36642_ (X52395) precursor polypeptide (AA 
-22 to 171) [Daucus carota] 



Seq. No. 
Seq. ID 
Method 



209243 

LIB3135-025-Q1-K1-H4 
BLASTX 



28875 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3193285 
153 

3.0e-10 

92 
33 

(AF069298) T14P8.18 gene product [Arabidopsis thaliana] 
209244 

LIB3135-025-Q1-K1-H5 

BLASTX 

g231573 

152 

6.0e-10 

72 
50 

L-AS PARAGINASE { L - AS PARAG I NE AMIDOHYDROLASE) 

>gi_99970_pir S24757 asparaginase (EC 3.5.1.1) - 

narrow-leaved blue lupine >gi_19135_emb_CAA43099_ (X60691) 
developing seed L-asparaginase [Lupinus angustif olius] 



Seq. No. 


209245 


Seq. ID 


LIB3135-025-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4454014 


BLAST score 


252 


E value 


1.0e-21 


Match length 


96 


% identity 


57 


NCBI Description 


(AL035396) putative protein [Arabidopsis thaliana] 


Seq. No. 


209246 


Seq. ID 


LIB3135-025-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4415930 


BLAST score 


143 


E value 


3.0e-09 -V f - 


Match length 


40 ' ~ 


% identity 


65 


NCBI Description 


(AC006418) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



>gi_4559389_gb_AAD23049.1_AC006526_14 (AC006526) unknown 
protein [Arabidopsis thaliana] 

209247 

LIB3135-026-Q1-K1-A10 

BLASTX 

g2388575 

253 

9.0e-22 

104 
47 

(AC000098) YUP8H12.18 [Arabidopsis thaliana] 
209248 

LIB3135-026-Q1-K1-A11 

BLASTX 

gl402912 

179 



28876 



V \TZ* 1 11 O 
£j V CI.L UC 


4 . Oe-13 


IXldLv^Ii. _LtiIiyL.Il 


126 


~6 lueiiLiLy 






(X98317) peroxidase [Arabidopsis thaliana] 


o e q • in u • 




Con yn 


LIB3135-026-Q1-K1-A2 


LIKJvJl 




NCBI GI 


g2677830 


BLAST score 


477 


I_» value 






107 


% identity 


o / 




(U93168) ribosomal protein L12 [Prunus armeniaca] 




209250 


Seq. ID 


LIB3135-026-Q1-K1-A3 


_ v lti UiKJvJ. 




NCBI GI 


g3860323 


BLAST score 


367 


TT Irs 1 no 


4 . Oe-35 


l v la.UCri Icily 


/ o 


-s laeniicy 


o o 


TvT TD "T T*\ in. e? /*~t "v t 4~ i 

_NL,rsi Ucscriptiuu 


fA.T019fiRfM hvnothpl- iral nrotein fCicer arietinum] 


oeq. wo. 


ZU _7__01 


oecj. iu 


T.TR^I "3S-026-O1-K1-A4 

iilOJXJJ \J \J -L i\-L ni 


Method. 








BLAST score 


168 


E value 


7.0e-12 


jyiai.cn lengtn 


1 OA 


^ luenLiizy 


o / 


NUiDi UcScripLion 


^ z\t ola a Q9 ^ r\n-h^-i- 1 tt-o nnrl pot i Hp— ^ucrar dehvdratase 




r^l - rpnt ottivpp* 1 ? poelicolorl 


oeq* jno. 




Sea ID 


LIB3135-026-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3335347 


BLAST score 


507 


E value 


1.0e-51 


Match length 


128 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



66 

(AC004512) Contains similarity to ARI, RING finger protein 
gb_X98309 from Drosophila melanogaster . ESTs gb_T44383 7 
gb_W43120, gbJ^SSeS, gb_H36013, gb_AA042241, gb_T76869 and 
gb_AA042359 come from this gene. [Arabidopsis thaliana] 

209253 

LIB3135-026-Q1-K1-A8 

BLASTX 

g585165 

486 

2.0e-49 

99 

91 



28877 




NCBI Description GLUCOSE- 6- PHOSPHATE 1 -DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_2129985_pir S60287 glucose-6-phosphate 

1-dehydrogenase (EC 1.1.1.49) - potato 
>gi_471345_emb_CAA52442_ (X74421) glucose-6-phosphate 
1-dehydrogenase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209254 

LIB3135-026-Q1-K1-A9 

BLASTX 

g2351097 

386 

1.0e-37 

90 
80 

(AB006810) ATMRK1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209255 

LIB3135-026-Q1-K1-B1 

BLASTX 

g!16359 

594 

9.0e-62 

139 
76 

HEVAMINE A (CHITINASE / LYSOZYME >gi_82026_pir S17205 

chitinase (EC 3.2.1.14) hevamine - Para rubber tree 
>gi_234388_bbs_52808 hevamine [Hevea brasiliensis, Peptide 
Partial, 273 aa] >gi_1311006_pdb_lHVQ_ Glycosidase, Chitin 
Degradation, Multifunctional Enzyme Mol_id: 1; Molecule: 
Hevamine A; Chain: Null; Ec: 3.2.1.14, 3.2.1.17; Heterogen: 
N-,N'-,N f '-Triacetyl-Chitotriose; Other_details : Plant 
EndochitinaseLYSOZYME >gi_1421554_pdb_lLLO_ Hevamine A (A 
Plant EndochitinaseLYSOZYME) COMPLEXED WITH Allosamidin 
>gi__1942537_pdb_2HVM_ Hevamine A At 1.8 Angstrom 
Resolution 



Seq. No. 


209256 


Seq. ID 


LIB3135-026-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3747050 


BLAST score 


291 


E value 


3.0e-26 


Match length 


60 


% identity 


88 


NCBI Description 


(AF093540) ribosomal protein L26 


Seq. No. 


209257 


Seq. ID 


LIB3135-026-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g!352821 


BLAST score 


460 


E value 


5.0e-46 


Match length 


85 


% identity 


96 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



28878 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

209258 

LIB3135-026-Q1-K1-B2 

BLASTX 

gll7291 

509 

8.0e-52 

122 

80 

CHLOROPLAST PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) (P36) 
(E29) >gi_81464_pir S03638 triose 

phosphate/3-phosphoglycerate/phosphate translocator 
precursor - spinach >gi_2127 4_emb_CAA32016_ (X13754) 
phosphate translocator protein (AA 1 - 404) [Spinacia 
oleracea] 



Seq. No. 


zu yzoy 


Seq. ID 


t TOOT OC HOC /M _TV"1 _-Q A 


Method 


BLASTX 


NCBI GI 


gzo j^d / z 


bLAbi score 


4 y u 


E value 


1.0e-49 


Match length 


122 


% identity 


o r\ 


NCBI Description 


(AL02171z) nitU-UKe 


Seq. No. 




Seq. ID 


LIB3135-026-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g^olbou 


BLAST score 


O ^ A 


E value 


z • ue 


Match length 


128 


identity 


57 


NCBI Description 


HYPOTHETICAL 226 KD 


Seq. No. 


209261 


Seq. ID 


LIB3135-026-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2832683 


BLAST score 


537 


E value 


2.0e-55 


Match length 


131 


% identity 


74 


NCBI Description 


(AL021712) putative 


Seq. No. 


209262 


Seq. ID 


LIB3135-026-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl67311 


BLAST score 


601 


E value 


1.0e-62 


Match length 


132 


% identity 


88 


NCBI Description 


(M83301) 2S albumin 



PROTEIN (ORF 1901) 



[Arabidopsis thaliana] 



[Gossypium hirsutum] 



28879 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209263 

LIB3135-026-Ql-fCl-C5 

BLASTX 

g3834307 

151 

8.0e-10 

42 

69 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712. 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


209264 


c 0 rr TV) 


lidjXjj uzd lVX \s\J 






JNOoX IjX 


y z / ouuod 


Diiiioi score 


.3Z U 


E value 


± • ue z 


Match length 




^5 luenT-ii-y 


f± D 


XTPT5T o r> v i ir\+- A r\*r\ 

LNUDi. uesciiption 




Seq. No. 


209265 


oeq. xjj 


LIdjIjj 0 \l X i\X *wO 


jyiernoa 


"DT 7\ onfv 


NLL-JX bl 


g4DD / oU4 


hsiaAoi score 


X OU 


E value 


/ . ue — x x 


Match length 


Q Q 


^ m.en.L.iL.y 




NCBI Descriptxon 


^iiouuoyoD^ unKnown protein [riiraijxaopsxb ciiaxxciiici j 


Seq. No. 


209266 


Seq. ID 


LIB3135-026-Q1-K1-C9 . 


Method 


rSXiAo 1 A 




y *± *± %j \j -L j 


BLAST score 


443 


E value 


4.0e-44 


Match length 


111 


% identity 


76 


NCBI Description 


ribosomal protein L7 [Solanum tuberosum] 


Seq. No. 


209267 


Seq. ID 


LIB3135-026-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4455223 


BLAST score 


483 


E value 


1.0e-48 


Match length 


139 


% identity 


33 


NCBI Description 


(AL035440) putative DNA binding protein [Arabidops 




thaliana] 


Seq. No. 


209268 


Seq. ID 


LIB3135-026-Q1-K1-D3 



28880 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

gl619300 

430 

9.0e-43 

97 

86 

(X95269) LRR protein [Lycopersicon esculentum] 
209269 

LIB3135-026-Q1-K1-D4 

BLASTX 

g4415941 

175 

1.0e-12 

47 

30 

(AC006418) putative arginine-serine rich splicing factor 
[Arabidopsis thaliana] 

209270 

LIB3135-026-Q1-K1-D5 

BLASTX 

g3355311 

443 

3.0e-44 
105 
85 

(AJ009737) 
vulgaris] 



eukaryotic translation initiation factor 6 [Beta 



209271 

LIB3135-026-Q1-K1-D7 

BLASTX 

g3337352 

328 

1.0e-30 , 

107 

61 

(AC004481) putative chromatin structural protein SuptShp 
[Arabidopsis thaliana] 

209272 

LIB3135-026-Q1-K1-D8 

BLASTX 

g2564066 

511 

5.0e-52 

120 

81 

(D45900) LEDI-3 protein [Lithospermum erythrorhizon] 
209273 

LIB3135-026-Q1-K1-E12 
BLASTX 
( g2832898 
332 

4.0e-31 



28881 



# 



Match length 

% identity 

NCBI Description 



74 
78 

(AJ000886) Tetrafunctional protein of glyoxysomal fatty 
acid beta-oxidation [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209274 

LIB3135-026-Q1-K1-E4 

BLASTX 

g3169180 

391 

6.0e-38 

138 
61 

(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 

209275 

LIB3135-026-Q1-K1-E6 

BLASTX 

gl076746 

150 

3.0e-10 

35 

83 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

209276 

LIB3135-026-Q1-K1-F11 

BLASTN 

g3402695 

36 

1.0e-10 

136 

82 

Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

209277 

LIB3135-026-Q1-K1-F12 

BLASTX 

g95985 

170 

5.0e-12 

109 

36 

hypothetical protein (mrr 3' region) - Escherichia coli 
(fragment) >gi_42021_emb_CAA38118_ (X54198) downstream ORF; 
unknown function [Escherichia coli] 

209278 

LIB3135-026-Q1-K1-F7 

BLASTX 

g2959781 

664 

6.0e-70 



28882 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141 
92 



(AJ223508) Zwille protein [Arabidopsis thaliana] 



209279 

LIB3135-026-Q1-K1-F9 

BLASTX 

g4558462 

196 

4.0e-15 

39 

92 

(AF079404) cell cycle switch protein 
subsp. X varia] 



[Medicago sativa 



209280 

LIB3135-026-Q1-K1-G1 

BLASTN 

g4567193 

79 

2.0e-36 

335 
81 

Arabidopsis thaliana chromosome II BAC T26C19 genomic 
sequence, complete sequence 

209281 

LIB3135-026-Q1-K1-G11 

BLASTX 

gl079652 

220 

7.0e-18 

63 

65 

(U38247) late embryo genes is abundant protein [Glycine soja] 
209282 

LIB3135-026-Q1-K1-G12 

BLASTX 

g2062173 

366 

5.0e-35 

99 

69 

(AC001645) cell division protein FtsH isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209283 

LIB3135-026-Q1-K1-G2 

BLASTX 

gl26078 

345 

1.0e-32 

136 
55 

LATE EMBRYOGENESIS ABUNDANT PROTEIN D-34 (LEA D-34) 
>gi_81554_pir S04046 embryonic abundant protein gD-34 - 



28883 



® 



upland cotton >gi_18501_emb_CAA31594_ (X13206) D-34 Lea 
protein [Gossypium hirsutum] >gi_167385 (M19389) storage 

protein [Gossypium hirsutum] >gi_226556_prf 1601521F Lea 

D-34 gene [Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209284 

LIB3135-026-Q1-K1-G6 

BLASTX 

g3386615 

309 

3.0e-28 

86 

71 

(AC004665) putative phosphomannomutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209285 

LIB3135-026-Q1-K1-G8 

BLASTX 

g3641834 

627 

1.0e-65 

143 
83 

(AJ007312) pyruvate dehydrogenase kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



209286 

LIB3135-026-Q1-K1-G9 

BLASTX 

g3738320 

184 

1.0e-13 
88 
42 

(AC005170) 
thaliana] 



putative cinnamoyl CoA reductase [Arabidopsis 



209287 

LIB3135-026-Q1-K1-H11 

BLASTX 

g3128228 

307 

3.0e-28 

66 

85 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

209288 

LIB3135-026-Q1-K1-H6 

BLASTX 

g3643598 

216 

2.0e-17 
105 



28884 



® 



% identity - 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



41 

(AC005395) putative poly (A) polymerase [Arabidopsis 
thaliana] 



209289 _ 

LIB3135-027-Q1-K1-A12 

BLASTX 

gl076511 

484 

7.0e-49 

124 

79 

H+-transporting ATPase (EC 3.6.1.35) - 
>gi_758250_emb_CAA59799_ (X85804) H( + )- 
[Phaseolus vulgaris] 



kidney bean 
•transporting ATPase 



209290 

LIB3135-027-Q1-K1-A9 

BLASTX 

g3913791 

278 

8.0e-25 

102 
60 

GLUTAMATE — CYSTEINE LIGASE PRECURSOR 

(GAMMA-GLUTAMYLCYSTEINE SYNTHETASE) (GAMMA-ECS) (GCS) 
>gi_2407615 (AF017983) gamma- glutamyl cysteine synthetase 
[Lycopersicon esculentum] 



209291 

LIB3135-027-Q1-K1-B11 

BLASTX 

g464734 

718 

3.0e-76 

145 

93 

ADENOSYLHOMOCYSTEINASE 
HYDROLASE) (ADOHCYASE) 
adenosylhomocysteinase 
>gi_4 0741 2_emb_CAA8 1527 



( S-ADENOS YL-L-HOMOCYSTEINE 

>gi_481237_pir S38379 

(EC 3.3.1.1) - Madagascar periwinkle 
(Z26881) S-adenosyl-L-homocysteine 



hydrolase [Catharanthus roseus] 
209292 

LIB3135-027-Q1-K1-B12 

BLASTX 

g3342211 

287 

9.0e-26 

105 

59 

(U89255) Pti4 [Lycopersicon esculentum] 
209293 

LIB3135-027-Q1-K1-C12 
BLASTX 

g!313968 ' 



28885 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



422 

2.0e-41 

146 

58 

(Z72426) major allergen Mai d 1 [Malus domestical 
209294 

LIB3135-027-Q1-K1-D10 

BLASTX 

g4006934 

136 

6.0e-09 

87 

43 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 
209295 

LIB3135-027-Q1-K1-D9 

BLASTX 

g3928099 

436 

4.0e-43 

154 

31 

(AC005770) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209296 

LIB3135-027-Q1-K1-E10 

BLASTX 

g3367517 

225 

2.0e-18 

130 

34 

(AC004392) Similar to F4I1.26 putative beta-glucosidase 
gi_3128187 from A. thaliana BAC gb_AC004521. ESTs 
gb_N97083, qb_Fl$86Q and gb_F15482 come from this gene. 
[Arabidopsis thaliana] 

209297 

LIB3135-027-Q1-K1-E12 

BLASTX 

g4115948 

159 

2.0e-12 

64 

62 

(AF118223) contains similarity to CDP-alcohol 
phosphatidyltransferases (Pfam: PF01066, score=13.7, E= 
0.00016, n=l) [Arabidopsis thaliana] 

209298 

LIB3135-027-Q1-K1-E9 

BLASTX 

g3096919 

223 

3.0e-18 



28886 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



104 
44 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

209299 

LIB3135-027-Q1-K1-F12 

BLASTX 

g3165536 

543 

8.0e-56 

130 

78 

(AF067608) similar to DEAD-box helicases (Pfam: DEAD.hmm, 
score: 262.89) (Pfam: helicase_C. hmm, score: 76.21) 
[Caenorhabditis elegans] 

209300 

LIB3135-027-Q1-K1-F9 

BLASTX 

gl086651 

146 

3.0e-09 

66 

45 

(U41015) similar to cystic fibrosis transmembrane 
conductance regulator and other ABC transporters {MDR 
subfamily) [Caenorhabditis elegans] 

209301 

LIB3135-027-Q1-K1-G11 

BLASTX 

gl915974 

441 

5.0e-44 
105 
80 

(U62329) fructokinase 
(U64818) fructokinase 



[Lycopersicon esculentum] 
[Lycopersicon esculentum] 



>gi_2102693 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209302 

LIB3135-027-Q1-K1-H10 

BLASTX 

g4539405 

188 

3.0e-14 

83 
51 

(AL049524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 

209303 

LIB3135-027-Q1-K1-H11 

BLASTX 

g4510363 

393 

4.0e-38 



28887 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



79 
87 

(AC007017) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



209304 

LIB3135-028-Q1-K1-A10 

BLASTX 

g480450 

414 

1.0e-40 

89 

90 

ketol-acid reductoi some rase (EC 1. 
thaliana >gi_4 02552_emb_CAA4 9506_ 



1.1.86) - Arabidopsi 
(X69880) ketol-acid 



reductoisomerase [Arabidopsis thaliana] 
209305 

LIB3135-028-Q1-K1-A4 

BLASTX 

g3386621 

264 

4.0e-23 

62 

85 

(AC004665) unknown protein [Arabidopsis thaliana] 
209306 

LIB3135-028-Q1-K1-A5 

BLASTX 

g3036798 

157 

2.0e-10 

129 

36 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805860_emb_CAA21480_ (AL031986) putative protein 
[Arabidopsis thaliana] 

209307 

LIB3135-028-Q1-K1-A7 

BLASTX 

g2459417 

389 

9.0e-38 

103 

74 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 

209308 

LIB3135-028-Q1-K1-A8 

BLASTX 

g3386621 

202 

7.0e-16 

56 



28888 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

(AC004665) 



unknown protein [Arabidopsis thaliana] 



209309 

LIB3135-028-Q1-K1-A9 

BLASTX 

g3913791 

598 

4.0e-62 

128 

86 

GLUTAMATE — CYSTEINE LIGASE PRECURSOR 

(GAMMA- GLUT AMYLCYSTE I NE SYNTHETASE) (GAMMA- ECS) (GCS) 
>gi_2407615 (AF017983) gamma-glutamylcysteine synthetase 
[Lycopersicon esculentum] 



Seq. No. 


209310 


beq. iu 


LlDjlJJ UiO D1U 


Metnoa 




NCBI bl 


g4 OU4DU 


BLAST score 


z y o 


E value 


b . Ue-z / 


Match length 


Q A 
04 


% identity 




NCBI Description 


Ketox aciQ reauctoisomerase \th^ x.x.x.dd; iiidDiuupoio 


thaliana >gi 4Uzodz eitiD b/iA4yoUo [Aoyoou) Ketoi aciu 




re duct oisome rase [Arabidopsis thaliana] 


Seq. No. 


zU9oll 


Seq. ID 


LIB3135-028-Q1-K1-B12 


Method 


BLASTX 


NCB1 bl 


goo oy uo o 


BLAST score 


DZD 


E value 


z . ue-oo 


Match lengtn 




% identity 


99 


NCBI Description- 


(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 


Seq, No. 


209312 


Seq- ID 


LIB3135-028-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3874214 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


88 


% identity 


41 


NCBI Description 


(Z83217) Similarity to Yeast E1-E2 ATPase YEL031W 




(SW:YED1 YEAST); cDNA EST EMBL:D27574 comes from this gene; 




cDNA EST EMBL:D33757 comes from this gene; cDNA EST 




EMBL:D34256 comes from this gene; cDNA EST EMBL:D37288 




comes from 


Seq. No. 


209313 


Seq. ID 


LIB3135-028-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2129871 


BLAST score 


165 



28889 



E value 
Match length 
% identity 
NCBI Description 



3.0e-12 

83 

55 

proline-rich protein, 14K - kidney bean >gi_1420885 
(U34333) proline-rich 14 kDa protein [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209314 

LIB3135-028-Q1-K1-B4 

BLASTX 

g3023816 

272 

6.0e-24 

55 

91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

209315 

LIB3135-028-Q1-K1-B9 

BLASTX 

g3128228 

455 

2.0e-45 

92 

92 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 


209316 


Seq. ID 


LIB3135-028-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3044214 


BLAST score 


328 


E value 


1.0e-30 


Match length 


126 


% identity 


54 


NCBI Description 


(AF057044) acyl-CoA oxidase 


Seq. No. 


209317 


Seq. ID 


LIB3135-028-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2497752 


BLAST score 


192 


E value 


2.0e-14 


Match length 


68 


% identity 


57 


NCBI Description 


NONSPECIFIC LIP ID-TRANSFER 


>gi_1321911_emb_CAA65475_ C 




[Prunus dulcis] 


Seq. No. 


209318 


Seq. ID 


LIB3135-028-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl076809 


BLAST score 


586 



1 PRECURSOR (LTP 1) 
lipid transfer protein 



28890 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-61 

141 

86 

H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H ( + ) -transporting ATPase 
[Zea mays] 

209319 

LIB3135-028-Q1-K1-C6 

BLASTX 

g3287824 

311 

1.0e-28 

68 

93 

(+) -DELTA-CADINENE SYNTHASE ISOZYME XC1 (D-CADINENE 

SYNTHASE) >gi_2147015_pir S68365 {+) -delta-cadinene 

synthase isozyme XC1 - Gossypium arboreum >gi_1045312 

(U23206) (+) -delta-cadinene synthase isozyme XC1 [Gossypium 
arboreum] 



Seq. No. 




Seq. ID 


hits jLod-u/. o— y±-j\i-oy 


Method 


BLASTX 


NCBI GI 


g3044214 


BLAST score 


400 


E value 


5 . Oe-39 


Match length 


124 


% identity 


bo 


NCBI Description 


(AF057044) acyl-CoA oxidase [Arabidopsis thaliana] 


Seq. No. 


209321 


Seq. ID 


LIB3135-028-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2828296 


BLAST score 


439 


E value 


1.0e-43 


Match length 


93 


% identity 


61 


NCBI Description 


(AL021687) RNase L inhibitor [Arabidopsis thaliana] 


Seq. No. 


209322 


Seq. ID 


LIB3135-028-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2828296 


BLAST score 


428 


E value 


3.0e-42 


Match length 


93 


% identity 


59 


NCBI Description 


(AL021687) RNase L inhibitor [Arabidopsis thaliana] 


Seq. No. 


209323 


Seq. ID 


LIB3135-028-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2262172 


BLAST score 


395 


E value 


2.0e-38 



28891 



Match length 

% identity 

NCBI Description 



140 
58 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 


209324 


Seq. ID 


LIB3135-028 


Method 


BLASTX 


NCBI GI 


g4106061 


BLAST score 


142 


E value 


5.0e-09 


Match length 


63 


% identity 


49 


NCBI Description 


(AF053318) 


Seq. No. 


209325 


Seq. ID 


LIB3135-028 


Method 


BLASTN 


NCBI GI 


gl8511 


BLAST score 


318 


F. va 1 ne 


1 . Oe-179 


t ph 1 en crt h 


362 


% identity 


97 


NCBI Description 


G . hirsutum 


Seq. No. 


209326 


Seq. ID 


LIB3135-028 


Method 


BLASTN 


NCBI GI 


gl8511 


BLAST score 


114 


E value 


2.0e-57 


Match length 


222 


% identity 


88 


NCBI Description 


G. hirsutum 



CCR4-associated factor 1 [Homo sapiens] 



DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jht regulated unknown reading frame DNA 
209327 

LIB3135-028-Q1-K1-D9 

BLASTX 

g3128228 

565 

2.0e-58 

114 

91 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

209328 

LIB3135-028-Q1-K1-E1 

BLASTX 

g3183088 

209 

2.0e-16 

71 
56 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN ARCS 9 PRECURSOR 
(LTP) >gi_629658_pir S47084 lipid transfer like protein - 



28892 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

209329 

LIB3135-028-Q1-K1-E2 

BLASTX 

g4580721 

140 

4.0e-09 

68 
49 

(AF136163) phosphoenolpyruvate carboxykinase 4 [Urochloa 
panicoides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209330 

LIB3135-028-Q1-K1-E8 

BLASTX 

g464628 

167 

1.0e-12 

69 

57 

60S RIBOSOMAL PROTEIN L22 (EPSTEIN-BARR VIRUS SMALL RNA 

ASSOCIATED PROTEIN) (EBER ASSOCIATED PROTEIN) (EAP) 
(HEPARIN BINDING PROTEIN HBP15) >gi_542841_pir JC2120 

heparin-binding protein 15 - human >gi_31062_emb_CAA42007_ 
(X59357) Epstein-Barr virus small RNA associated protein 
[Homo sapiens] >gi_409070_dbj_BAA04545_ (D17652) HBpl5/L22 
[Homo sapiens] >gi_4506613__ref_NP_000974 . l_pRPL22_ 

ribosomal protein L22 

209331 

LIB3135-028-Q1-K1-E9 

BLASTX 

gl00351 

470 

4.0e-47 

137 

64 

pathogenesis-related protein 4A - common tobacco 
>gi_19962_emb_CAA41437__ (X58546) pathogenesis-related 
protein 4A [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



209332 

LIB3135-028-Q1-K1-F1 

BLASTX 

g4127862 

325 

4.0e-30 

78 
77 

(AJ010423) ^glyoxalase 
209333 

LIB3135-028-Q1-K1-F11 

BLASTX 

g3549691 



I [Glycine max] 



28893 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 

3.0e-10 

30 
87 

(AJ010501) thaumatin-like protein PR-5b [Cicer arietinum] 
209334 

LIB3135-028-Q1-K1-F3 

BLASTX 

g3334245 

157 

4.0e-ll 

54 

57 

LACTOYLGLUTATH I ONE LYASE ( METH YLGL YOXALASE ) 
(ALDOKETOMUTASE) (GL YOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) ( S-D- LACTOYLGLUTATH I ONE METHYLGLYOXAL LYASE) 
>gi_2909424_emb_CAA12028_ (AJ224520) Glyoxalase I [Cicer 
arietinum] 



Seq* No. 


209335 


Seq. ID 


LIB3135-028-Ol-Kl-F^ 


Method 


BLASTX 


NCBI GI 


gl220196 


BLAST score 


739 


E value 


1. Oe-78 


Match length 


158 


% identity 


91 


NCBI Description 


(U49061) alfohnl HphvHrnrrftnacD 9a rrAooimintw 
\ w ^ w « / ax^unuj. uciiyuiuy tJllaoc Z. cl [oOSS ypiUIll 


Seq. No. 


£— \J J ~-) \J 


Seq. ID 


LIB3135-028-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g!220196 


BLAST score 


159 


E value 


6.0e-16 


Match length 


96 


% identity 


61 


NCBI Description 


(U49061) alcohol dehydrogenase 2a [Gossypium 


Seq. No. 


209337 


Seq. ID 


LIB3135-028-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3337095 


BLAST score 


215 


E value 


2.0e-17 


Match length 


107 


% identity 


30 


NCBI Description 


(AB016206) polygalacturonase inhibitor (PGIP) 


Seq. No. 


209338 


Seq. ID 


LIB3135-028-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3108053 


BLAST score 


336 


E value 


1.0e-31 


Match length 


89 



28894 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

(AF056326) myo-inositol 1-phosphate synthase; INOl [Zea 
mays] 

209339 

LIB3135-028-Q1-K1-G4 

BLASTX 

g3914666 

365 

6.0e-35 

82 

84 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L4 PRECURSOR 
>gi_2791998__emb_CAA74895_ (Y14566) ribosomal protein L4 
[Arabidopsis thaliana] >gi_27 92000_emb_CAA74894__ (Y14565) 
ribosomal protein L4 [Arabidopsis thaliana] 

209340 

LIB3135-028-Q1-K1-G6 

BLASTX 

g401189 

469 

4.0e-47 

111 

83 

WATER- STRESS INDUCED TONOPLAST INTRINSIC PROTEIN (WSI-TIP) 

(TURGOR-RESPONSIVE PROTEIN 7A) >gi_485511_pir S33617 

trg-31 protein - garden pea >gi_20426_emb_CAA79159_ 
(Z18288) trg-31 [Pisum sativum] 



Seq. No. 


209341 


Seq. ID 


LIB3135-028-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


464 


E value 


2.0e-46 


Match length 


116 


% identity 


80 


NCBI Description 


(AF067184) aquaporin 1 [Samanea saman] 


Seq. No. 


209342 


Seq. ID 


LIB3135-028-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3861189 


BLAST score 


137 


E value 


1.0e-ll 


Match length 


83 


% identity 


55 


NCBI Description 


(AJ235272) 50S RIBOSOMAL PROTEIN L14 (rplN) 




prowazekii] 


Seq. No. 


209343 


Seq. ID 


LIB3135-028-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2642648 


BLAST score 


511 


E value 


4.0e-52 



[Rickettsia 



28895 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



114 
89 

(AF033852J- cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 

209344 

LIB3135-028-Q1-K1-H3 

BLASTX 

gl203832 

265 

3.0e-23 

133 

44 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

209345 

LIB3135-028-Q1-K1-H5 

BLASTX 

g4262226 

198 

2.0e-15 

104 

51 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
209346 

LIB3135-028-Q1-K1-H9 

BLASTX 

g2246380 

281 

5.0e-25 

72 

67 

(Z86095) pept idyl -prolyl cis-trans isomerase [Arabidopsis 
thaliana] 

209347 

LIB3135-029-Q1-K1-A1 

BLASTX 

g2191146 

362 

1.0e-34 

85 
80 

(AF007269) MAP Kinase [Arabidopsis thaliana] 
209348 

LIB3135-029-Q1-K1-A2 

BLASTX 

g231574 

379 

1.0e-36 
113 



28896 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

L- AS PARAGI NAS E (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_81837_pir S22523 asparaginase (EC 3.5,1.1) - tree 

lupine (fragment) >gi_19137_emfo_CAA36824_ (X52588) 
asparaginase [Lupinus arboreus] 

209349 

LIB3135-029-Q1-K1-A3 

BLASTX 

g231574 

322 

6.0e-30 

110 

59 

L - AS P ARAG I NAS E (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_81837_pir S22523 asparaginase (EC 3.5.1.1) - tree 

lupine (fragment) >gi_19137_emb_CAA36824_ (X52588) 
asparaginase [Lupinus arboreus] 



Seq. No. 


209350 


Seq. ID 


LIB3135-029-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g541920 


BLAST score 


487 


E value 


3.0e-53 


Match length 


143 


% identity 


77 


NCBI Description 


Acetoacyl-CoA-thiolase 


Seq. No. 


209351 


Seq. ID 


LIB3135-029-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g537404 


BLAST score 


198 


E value 


1.0e-22 


Match length 


66 


% identity 


69 


NCBI Description 


(D26537) WSI76 protein 




sativa] 



- radish 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



209352 

LIB3135-029-Q1-K1-A7 

BLASTX 

g3786008 

202 

9.0e-16 

100 

53 

(AC005499) unknown protein [Arabidopsis thaliana] 
209353 

LIB3135-029-Q1-K1-B1 

BLASTX 

g3695408 

290 

4.0e-26 
86 



28897 



% identity 

NCBI Description 



71 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956__emb_CAB39780 . 1_ (AL04 9488) probable 
wound-induced protein [Arabidopsis thaliana] 



Seer No 


209354 




LIB3135-029-O1-K1-B12 


Lie L.ilkj'vJ. 


BLASTX 


NORT GT 


a515616 

y v -X» v -I- w 




4 97 


T* 1 ~\tz* 1 hp 

Hi V GLX LLC 


2 . Oe-50 


Match lencrth 


119 


% identity 


78 


NCBI Description 


(X61608) LHC II Type III chlorophyll a 




[Brassica napus] 


Qpn Kin 


209355 


XlJ 




Method 


BLASTX 


NPRT CT 

1NV_>D X ul 




DJuriO I oO<JX.e 




T* 1 . 1 lip 
Hi V ul Lie 


6 0e-40 


M^lrh 1 pnrfhVi 

L1CL L-Oll ±C11U L.11 


126 


% identity 


63 


NCBI Description 


(AC005896) unknown protein [Arabidopsis 


oeq. no. 




c orr t n 


T.TR^I ^S-O^Q-ni -K1 -R7 


11C Uil(J>(-i 


rt.a^ty 

DliTlO X /V 




y -± j.*± x j o 


Dii/ioi score 


^4ft 
Oft o 


V "TT"^ 1 HP 
ill V Ql Lie 


7 Oe-33 


M^t'r'h 1 pnrr*i"H 


132 


2- i Hpnt* i t"u 
o xlicul± uy 


52 


NCBI Description 


(Z72436) major allergen Bet v 1 [Betula 






c Arr rn 

Oclji JLiJ 


T.TR^l "^-O^Q-OI -K1 -PI 0 


L v le LllwvJ. 


DXitt.0 1A 


NCBI GI 


g4006914 


LJlxrlO 1 OL-vJlC 




Ij Value 




lid LL-ii xeiiyL.il 




% identitv 


66 


NCBI Description 


(Z99708) serine C-palmitoyltransf erase 




[Arabidopsis thaliana] 


Seq. No. 


209358 


Seq. ID 


LIB3135-029-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3183088 


BLAST score 


209 


E value 


1.0e-16 


Match length 


71 


% identity 


56 



/b binding protein 



NCBI Description PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 



28898 



(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No. 


209359 


i_J \^y_ ■ 1U 


LIB31 35-02 9-01-K1-C2 


Mo - ! - H rsH 


J_> J_l_xO J. IN 


NPRT CI 
LNv^DX oJ. 


y x u / jio 


BLAST score 


47 


IT T7a 1 no 

Hi V al LLC 


2 . Oe-17 


rucLLOil Xfciliy LIl 


1 97 

1Z, / 


% identitv 


84 


NCBI Description 


Cotton leguitiin A D — genome alloallele gene, complete cds 


Seq. No. 


209360 


JCU • J. i^ 


LIB313 t 5-029-Ol-Kl-C4 


11 G L- 1 1 LJLl 


RT.A9TY 




<ji / O -70 / X 




320 


£_ value 


1 f)o-9Q 

1 i UC Z, _7 


lyiatcn xenyn.n 


DO 




90 




fAPOn^RD^^ *nn Vn otatti Tiyr^"} - at n r A Y*a V^i H c\rs qi q t"h?i 1 i ana 1 
invvUt. JU J / un wn piuuciii [,tt.i cij^x _AU£J._> J. o unci- — l ciiici j 


oeq * ino . 




Seq. ID 


LIB3135-029-Q1-K1-C5 


Method 


BLASTX 


LNLDl VjX 


rrft91 ^fl 


j_>Xj/_o± score 


9^n 


E value 


o . ue z. o 


iyicil.c__ xeny lii 




Q- /"J f-\ « -U- — ^ r r 

^ luenticy 


71 
/ X 


lnodx ucsciiption 


r^^ 1 ! - _» — 1 < _ it 1 nn , ai^'5 f O O "1 \ **\ y*__/~ii i v c — /^nvl O/^— • 1 O a TTOn 

JJcta l f J giUCdnaSc [EjK^ o.Z.X. J pieCUISOI tUilcu IcavcU 




"h r^V^i^ r^r^o "s-rr n 17094^ fM^"^(o^4 "Kc^-f-ia / I \ — rrl nranscip rAm 1 1 afnT 
I— \Ji~JCL^^-\J -^y_L 1 / UilJ ^LIU JUJ1 / JJC La \ / — y_LLlv_*C3.11cti3C; icy UXaLUJ. 




TNi pnt" "i ana nl nTnbiarri n "i "f ol i a 1 

L L--LC111C1 J- LU.LLlui'Cl y -Lll-L -LU J 


Seq. No. 


209362 


UClji X J_* 








JNV_.DX LlX 


y J D^t X 0 DO 


_J_j.rt.i_) ± OLUiC 


JU J 


E value 


o . ue — 3 i 


Match length 


i nt; 


x5 -LvJ.CJ.1 LI uy 


70 




/ BJOI 1 n 1 9^ n \rr^^1~ h o t~ i pa 1 nrnfoi n fri por an' of n mmnl 
^nOUHUl6 / liJy^JLJ L.llt! l_X^Cl-L ^JA^KJ L.ti-Lll [ ^X O t; J_ Ctl 1C 1 — L 11 LULL J 


Seq. No. 


209363 


Seq. ID 


LIB3135-02 9-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3702332 


BLAST score 


232 


E value 


1.0e-19 


Match length 


87 


% identity 


54 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 209364 



28899 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-029-Q1-K1-D4 

BLASTX 

g3033386 

168 

6.0e-15 

90 
57 

'(AC004238) 



RING3-like protein [Arabidopsis thaliana] 



209365 

LIB3135-029-Q1-K1-D5 

BLASTX 

gl420938 

286 

1.0e-25 

77 

71 

(U61379) Vigna unguiculata ascorbate peroxidase mRNA, 
complete cds [Vigna unguiculata] 

209366 

LIB3135-029-Q1-K1-D7 

BLASTX 

gl!70745 

338 

1.0e-31 

94 

68 

LATE EMBRYOGENES I S ABUNDANT PROTEIN LEA14-A >gi_167326 
(M88321) Group 4 late embryogenesis -abundant protein 
[Gossypium hirsutum] >gi_167328 (M88322) Group 4 late 

embryogenesis-abundant protein [Gossypium hirsutum] 

209367 

LIB3135-029-Q1-K1-D8 

BLASTX 

g2511574 

724 

6.0e-77 

151 
95 

(Y13176) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 (AF043520) 20S proteasome subunit 
PAB1 [Arabidopsis thaliana] 

209368 

LIB3135-029-Q1-K1-D9 

BLASTX 

gll6923 

157 

3.0e-18 

71 
59 

COATOMER BETA SUBUNIT {BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 



28900 



(1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209369 

LIB3135-029-Q1-K1-E5 

BLASTX 

gl871577 

244 

9.0e-21 

125 
42 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
209370 

LIB3135-029-Q1-K1-E8 

BLASTN 

g 4544435 

35 

4.0e-10 

96 
90 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 

209371 

LIB3135-029-Q1-K1-E9 

BLASTX 

g710626 

153 

4.0e-10 

43 

60 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Seq. No. 


209372 


Seq/ ID 


LIB3135-029-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3790252 


BLAST score 


178 


E value 


4.0e-13 


Match length 


94 


% identity 


41 


NCBI Description 


(AL031966) putative Zn-prot 


Seq. No. 


209373 


Seq. ID 


LIB3135-029-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2493052 


BLAST score 


319 


E value 


1.0e-29 


Match length 


69 


% identity 


83 


NCBI Description 


ATP SYNTHASE EPSILON CHAIN, 



MITOCHONDRIAL 

>gi_1655486_dbj_BAA13602__ (D88377) epsilon subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 



28901 



Corf Mr~s 
OctJ* IN (J. 


209374 


Seq. ID 


LIB3135-029-Q1-K1-F8 




BLASTX 


NCBI GI 


g2760330 


BLAST score 


396 


P 1 lip 


1 Oe-38 


Ma *h r* 1 Vi ~i pnrft" Vi 
iiciL.v_*ii icily tii 


102 




74 


NPRT Dp ^ print ion 


(AC002130) F1N21.15 [Arabidopsis thaliana] 


Corf KFo 
o tr • IN U • 


209375 


Seq. ID 


LIB3135-029-Q1-K1-G11 




J_) J_ii~iO X z\ 


NCBI GI 


g3201613 


BLAST score 


218 


Hj vaxuc 


8 Oe-18 




97 






MPRT Hp cjot*! Til - 1 on 


(AC004 669) glutathione S-transf erase [Arabidops: 


Q /-v »-f Tv7r\ 

oeq« ino. 






LIB3135-029-O1-K1-G3 


TiJf^s 4~ V\ /~\ >~J 

Dieinoci 




NCBI GI 


g2118319 


BLAST score 


242 


E value 


2.0e-20 


Match length 


72 


% identity 


65 


NCBI Description 


1-aminocyclopropane-l-carboxylate synthase (EC 



,4.1.14) 

LE-ACS3 - tomato (strain VFNT) >gi_508609 (L34171) 
1-aminocyclopropane-l-carboxylate synthase [Lycopersicon 
esculentum] >gi__1561696 (U18055) ACC synthase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209377 

LIB3135-029-Q1-K1-G6 

BLASTN 

g4455229 

46 

7.0e-17 

74 
91 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F13M23 



Seq. No. 
Seq. ID 



209378 

LIB3135-029-Q1-K1-G7 

BLASTX 

g2244855 

235 

1.0e-19 

106 

50 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
209379 

LIB3135-029-Q1-K1-G8 



28902 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID, 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl431629 

180 

3.0e-13 

56 
57 

(X99348) pectinacetylesterase precursor [Vigna radiata] 
209380 

LIB3135-029-Q1-K1-H1 

BLASTX 

gl843527 

604 

6.0e-63 

120 

57 

(U73747) annexin [Gossypium hirsutum] 
209381 

LIB3135-029-Q1-K1-H12 

BLASTX 

g730456 

164 

8.0e-12 

61 
54 

40S RIBOSOMAL PROTEIN S19 
209382 

LIB3135-029-Q1-K1-H2 

BLASTX 

g4165861 

233 

1.0e-19 

99 

24 

(AF006603) histone deacetylase mHDA2 [Mus musculus] 
209383 

LIB3135-029-Q1-K1-H6 

BLASTX 

g4432859 

184 

1.0e-13 

77 

49 

(AC006300) unknown protein [Arabidopsis thaliana] 
209384 

LIB3135-031-Q1-K1-A2 

BLASTX 

g2398679 

709 

3.0e-75 

139 

97 

(Y14797) 3-deoxy-D-arabino-heptulosonate 7-phosphate 



28903 



synthase [Morinda citrifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209385 

LIB3135-031-Q1-K1-A6 

BLASTX 

gl709498 

569 

9.0e-59 

143 

73 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209386 

LIB3135-031-Q1-K1-B1 

BLASTX 

g289920 

451 

4.0e-45 

108 

80 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209387 

LIB3135-031-Q1-K1-B2 

BLASTN 

g3821780 

36 

9.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209388 

LIB3135-031-Q1-K1-B5 

BLASTN 

g407800 

391 

0.0e+00 

424 

99 

G. hirsutum mRNA for ribosomal protein 41, large subunit 
(RL41) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209389 

LIB3135-031-Q1-K1-B6 

BLASTX 

gl085827 

410 

4.0e-40 

126 

69 

H-protein - Flaveria cronquistii >gi_547519_ 
(Z37518) H-protein [Flaveria cronquistii] 



emb CAA85755 



28904 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209390 

LIB3135-031-Q1-K1-B9 

BLASTX 

g!730109 

527 

8.0e-54 

124 

81 

LEUCOANTHOCYANIDIN ,DI OXYGENASE (LDOX) (LEUCOANTHOCYANIDIN 
HYDROXYLASE) >gi_4 99022_eitib_CAA53580_ (X75966) 
leucoanthocyanidin dioxygenase [Vitis vinifera] 



Seq. No. 


209391 


Seq. ID 


LIB3135-031-Q1-K1-C10 


Method 


DliiiD 1 A 


JMLB1 bl 


gi / /OJ / U 


BLAST score 


lOU 


E value 


Q f)o— 1 n 


Match length 


*3 1 

oi 


% identity 


o / 


NCBI Description 


(U / 1 o ( o ) asparagme synLnetase z Lbiycme iuicix. 


Seq. No. 


209392 


Seq. ID 


LIB3135-031-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


giuDo Jyb 


BLAST score 


607 


E value 


o . ue — oo 


Match length 


13z 


% identity 


o c 

ob 


JNObi Description 


{A&KJxzyti i ) vcuyir L vlc - La raDaj 


oeq • inu • 


.d VJ I/O _7J 


Seq. ID 


LIB3135-031-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


• gl67367 


BLAST score 


550 


E value 


2.0e-56 


Match length 


141 


% identity 


78 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


209394 


Seq. ID 


LIB3135-031-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl707939 


BLAST score 


583 


E value 


1.0e-60 


Match length 


113 


% identity 


96 


NCBI Description 


GLUCOSE-1-PHOSPHATE ADENYLYLTRANSFERASE SMALL 



PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E B) (ALPHA-D-GLUC0SE-1-PH0SPHATE 

ADENYL TRANSFERASE) >gi_1076256_pir S51943 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) small 
chain Bl precursor - beet (fragment) 



28905 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_556622_emb_CAA55515_ (X788 99) glucose- 1 -phosphate^- 
adenylyltransf erase [Beta vulgaris] 

209395 

LIB3135-031-Q1-K1-C3 

BLASTX 

g4249402 

452 

5.0e-45 

141 

62 

(AC006072) unknown protein [Arabidopsis thaliana] 
209396 

LIB3135-031-Q1-K1-C6 

BLASTX 

gl362055 

304 

8.0e-28 

65 

92 

phosphogluconate dehydrogenase 
1.1.1.44) - alfalfa >gi_603221 
dehydrogenase [Medicago sativa 



(decarboxylating) (EC 
( Ul 8 2 3 9 ) 6-phosphogluconat e 
subsp. sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



209397 

LIB3135-031-Q1-K1-C7 

BLASTX 

gl076746 

437 

3.0e-43 

107 

81 

heat shock protein 70 - rice (fragment) 
>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

209398 

LIB3135-031-Q1-K1-C8 

BLASTX 

g464840 

372 

9.0e-36 

72 

100 

TUBULIN ALPHA- 1 CHAIN >gi_421781_pir S32666 tubulin 

alpha- 1 chain - fern (Anemia phyllitidis) 

>gi__2964 94_emb_CAA4 8927_ (X69183) alpha tubulin [Anemia 

phyllitidis] 

209399 

LIB3135-031-Q1-K1-C9 

BLASTX 

gl477428 

646 

9.0e-68 
123 



28906 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



97 

(X99623) 



alpha-tubulin 1 [Hordeum vulgar e] 



209400 

LIB3135-031-Q1-K1-D12 

BLASTX 

g4455246 

394 ^ - 

2.0e-40 

120 

74 

(AL035523) putative protein [Arabidopsis thaliana] 
209401 

LIB3135-031-Q1-K1-D2 

BLASTX 

g3461884 

358 

4.0e-34 

118 

62 

(AB006082) phosphor ibosyl-ATP pyrophosphohydrolase 
[Arabidopsis thaliana] >gi_34 61886_dbj_BAA32529_ (AB006083) 
phosphoribosyl-ATP pyrophosphohydrolase [Arabidopsis 
thaliana] 

209402 

LIB3135-031-Q1-K1-D3 

BLASTX 

gll9350 

653 

1.0e-68 

138 
91 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271__emb^CAA41114_ (X58107) enolase 

[Arabidopsis thaliana] 

209403 

LIB3135-031-Q1-K1-D7 

BLASTX 

g3928089 

460 

5.0e-46 

150 

60 

(AC005770) putative osr40 [Arabidopsis thaliana] 
209404 

LIB3135-031-Q1-K1-E10 

BLASTX 

g3282505 

390 

9.0e-38 
138 



28907 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



5-3 

(AF020786) polyphenol oxidase precursor [Prunus armeniaca] 
209405 

LIB3135-031-Q1-K1-E11 

BLASTX 

gl694976 

464 

2.0e-46 

129 
71 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



209406 

LIB3135-031-Q1-K1-E12 

BLASTN 

gl3906 

84 

2.0e-39 

134 

90 

Maize mitochondrial DNA 



for integrated cms S-l element 



209407 

LIB3135-031-Q1-K1-E2 

BLASTX 

g730645 

535 

8.0e-55 

115 

90 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA80679_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366__gb_AAB70449_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 

209408 

LIB3135-031-Q1-K1-E3 

BLASTX 

g2429280 

770 

3.0e-82 

159 

89 

(AF014055) asparagine synthetase [Triphysaria versicolor] 
>gi__2429282 (AF014056) asparagine synthetase [Triphysaria 
versicolor] >gi_2429284 (AF014057) asparagine synthetase 
[Triphysaria versicolor] 

209409 

LIB3135-031-Q1-K1-E5 



28908 



Method 

NCBI GI 

BBAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2500376 

472 

2.0e-47 

95 

95 

60S RIBOSOMAL PROTEIN L34 >gi_4262177_gb_AAD144 94_ 
(AC005508) 23552 [Arabidopsis thaliana] 

209410 

LIB3135-031-Q1-K1-E6 

BLASTX 

g600855 

396 

2.0e-38 

127 

62 

(U17887) 



bZIP protein [Arabidopsis thaliana] 



209411 

LIB3135-031-Q1-K1-E9 

BLASTX 

g4193388 

468 

6.0e-47 

117 

80 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



209412 

LIB3135-031-Q1-K1-F10 

BLASTX 

gl33829 

193 

9.0e-15 

59 

66 

30S RIBOSOMAL PROTEIN S17, CHLOROPLAST PRECURSOR (CS17) 

>gi_81948_pir B35542 ribosomal protein S17 - garden pea 

(fragment) >gi_169068 (M31025) ribosomal protein S17 [Pisum 
sativum] 

209413 

LIB3135-031-Q1-K1-F2 

BLASTX 

g3337361 

236 

1.0e-19 

66 

64 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
209414 

LIB3135-031-Q1-K1-F3 

BLASTX 

g2827143 



28909 




BLAST score 


521 


E value 


4.0e-53 


ixiat.cn xengTin 


100 


% identity 




NCBI Description 


1 ±\c UZ / x / ^ J Lcll liu. L/o " 0yiiLiJ.ci.0c. 0a.uc3.-L_y 0 u.i-' uhj. <- 




T Zi t* a "i H nn qtq "hVi^liPnsl 


beq. no. 


9HQ4 1 R 


oeq. ijj 


JjlDJl J J U<_/-L Sd-- -LvJ- J- ^ 


Metnoa 


T3T 7\OTY 
Dljiib 1 A 


NCBI GI 


gl67367 


BLAST score 


762 


E value 


9 Ho— si 


Match length 


1 A 1 
14 J 


% laentiry 


y y 


JNuni Description 


(T flfil QC^ nornvi rla«!P T <; cj \rri 1 1 lTTl hi lit" UTTll 
[ LUO 1 ^ j ) pci UAJ.Uaoc LVJUoojpxuiLL iij_j_0u.t-u.1iLj 


beq. wo. 


U _3f_ 1 D 


OuCj. XJJ 


LTM1 3^-031-Ol-Kl-G10 

U1DJ1 J J \J -J J. ^£J- Ul VJ-LXJ 






NCBI GI 


g2982303 


BLAST score 


190 


Hj vaiue 


1 • Uc £. -L 


Match length 


Q A 
O 4 


% identity 


0 / 


JNuoi Description 


( Z_ Ffi R 1 9 "3 £ ^ V , i\rr\ni - h^'l- i r>a 1 nrof Pin fPlPPr} TTiarianal 

U JlZ JO j LlyytKJ ullC U-LOCLX jJlUUClil [_ J. i,v_Cu ilio. j — luiiuj 


Seq. No. 


O H Q >1 1 1 


beq. id 


T TP*31 ^R — (T31 -HI — K1 —HI 1 

JjIDjIOj UjI \£J~ IXX Oil 


Metnoa 


JDltiibl A 


NCBI GI 


g3269288 


BLAST score 


304 


E value 


1 . ue~z / 


Match length 


of. 


% identity 


0 y 


wldi Description 


^Z\Tn^nQ7Sl nnt-at i T7P nrnfpin T Arabidotjsis thalianal 


beq. no • 


900/11 ft 
ZU JliO 




T TR^I ^S-0?1 -01 -K1 -R? 

lllDJ J. J J VJwPX Sd-- 




JDJ-iriO 1 IN 


NCBI GI 


g434990 


BLAST score 


33 


E value 


o . ue-uy 


Match length 


A 


% identity 


yo 


incdi Description 


O Karf ciri ana ttit 1" AphnnHyi sal t*T"nT (TPT1P 


Seq. No. 


__ uy 4 iy 


beq. id 


LIdjIjO UjI yl JM v^J 


Method 


DT 7\ QTY 
Dli/lb 1 A 






BLAST score 


393 


E value 


4.0e-38 


Match length 


104 


% identity 


69 


NCBI Description 


(AC004238) putative CTP synthase [Arabidopsis thai 



28910 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209420 

LIB3135-031-Q1-K1-G7 

BLASTX 

g3236259 

368 

3.0e-35 

84 

80 

(AC004684) 
thaliana] 



putative alcohol dehydrogenase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209421 

LIB3135-031-Q1-K1-G9 

BLASTX 

g3874214 

247 

6.0e-21 

155 

40 

(Z83217) Similarity to Yeast E1-E2 ATPase YEL031W 
( SW:YED1_YEAST) ; cDNA EST EMBL:D27574 comes from this gene 
cDNA EST EMBL:D33757 comes from this gene; cDNA EST 
EMBL:D34256 comes from this gene; cDNA EST EMBL:D37288 
comes from 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209422 

LIB3135-031-Q1-K1-H1 

BLASTX 

g3790587 

327 

2.0e-30 
156 
50 

(AF079182) 
thaliana] 



RING-H2 finger protein RHF2a [Arabidopsis 



Seq. No. 


209423 


Seq. ID 


LIB3135-031-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2739004 


BLAST score 


155 


E value 


2.0e-10 


Match length 


52 


% identity 


63 


NCBI Description 


(AF0224 61) CYP82Clp [Glycine max] 


Seq. No. 


209424 


Seq. ID 


LIB3135-031-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2497752 


BLAST score 


274 


E value 


4.0e-24 


Match length 


87 


% identity 


59 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER PROTEIN 



>gi_l 32191 l_emb_CAA6 5 4 7 5_ 
[Prunus dulcis] 



(X96714) 



1 PRECURSOR (LTP 1) 
lipid transfer protein 



28911 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209425 

LIB3135-031-Q1-K1-H5 

BLASTX 

g2055384 

224 

3.0e-18 

84 

26 

(U69633) cold-stress inducible protein [Solanum tuberosum] 
209426 

LIB3135-031-Q1-K1-H6 

BLASTX 

g2244750 

604 

6*0e-63 

117 

97 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

? 209427 

LIB3135-031-Q1-K1-H7 

BLASTX 

g3157924 

383 

6.0e-37 

125 

60 

(AC002131) Contains homology to extensin-like protein 
gb_D83227 from Populus nigra. ESTs gb_H76425, gb_T13883, 
gb_T45348, gb_H37743, gb_AA042634, gb_Z26960 and gb_Z25951 
come from this gene. There is a similar ORF on the 
opposite strand. [... >gi__4063707 (AF104327) extensin-like 
protein [Arabidopsis thaliana] 

209428 

LIB3135-031-Q1-K1-H8 

BLASTX 

gl352681 

436 

3.0e-43 

138 

63 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_1076391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 

209429 

LIB3135-031-Q1-K1-H9 

BLASTX 

g633890 

199 

2.0e-15 



28912 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
69 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 

209430 

LIB3135-032-Q1-K1-A10 

BLASTX 

g2564237 

558 

1.0e-57 

108 
88 

(Y10112) omega-6 desaturase [Gossypium hirsutum] 
209431 

LIB3135-032-Q1-K1-A12 

BLASTX 

g629483 

193 

9.0e-17 

86 
57 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

209432 

LIB3135-032-Q1-K1-A3 

BLASTX 

g4512667 

209 

1.0e-16 

74 

55 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
209433 

LIB3135-032-Q1-K1-A4 

BLASTX 

g4545262 

157 

1.0e-10 

43 

65 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



209434 

LIB3135-032-Q1-K1-A5 

BLASTX 

g!709690 

231 

2.0e-19 

55 

80 



28913 



NCBI Description 



PEPTIDE METHIONINE SULFOXIDE REDUCTASE (PEPTIDE MET (0) 

REDUCTASE) >gi_1076454_pir S55365 probable peptide 

methionine sulfoxide reductase - rape 
>gi_853739__emb_CAA88538_ (Z48619) peptide methionine 
sulfoxide reductase [Brassica napus] 

>gi_1143406_emb_CAA63919_ (X94225) methionine sulfoxide 
reductase [Brassica napus] 



UCvji V* \J . 


209435 


oeq. ±u 


LIB3135-032-O1-K1-A7 




RT.A3TN 


NPRT (IT 


g3821780 


DLriO i. oV^vl C 


32 


F. va 1 hp 

J_J V GL J- U. >^ 


2.0e-09 


Match length 


36 


% identity 


97 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


209436 


Seq. ID 


LIB3135-032-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3176715 


BLAST score 


400 


E value 


5.0e-39 


Match length 


119 


% identity 


63 


NCBI Description 


(AC002392) putative 



27A6-1 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209437 

LIB3135-032-Q1-K1-B10 

BLASTX 

g4455363 

148 

8.0e-10 
84 
38 

(AL035524) 
thaliana] 



Medicago nodulin N21-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209438 

LIB3135-032-Q1-K1-B12 

BLASTN 

g434989 

245 

1.0e-135 

322 

94 

O.berteriana mitochondrial trnC and trnN genes 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



209439 

LIB3135-032-Q1-K1-B7 

BLASTX 

gl352347 

248 

3.0e-21 
57 
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% identity 84 

NCBI Description ELONGATION FACTOR 1-BETA Al (EF-1-BETA) 

>gi_480620_pir S37103 translation elongation factor eEF-1 

beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi_398608_emb_CAA52751_ (X74733) elongation factor-1 beta 
Al [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209440 

LIB3135-032-Q1-K1-C1 

BLASTX 

g4049342 

165 

2.0e-ll 

112 

32 

(AL034567) adenylate translocator 
[Arabidopsis thaliana] 



(brittle-1) -like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209441 

LIB3135-032-Q1-K1-C10 

BLASTN 

gl204097 

71 

8.0e-32 

83 

96 

H.annuus mitochodrial trnG gene 
209442 

LIB3135-032-Q1-K1-C11 

BLASTX 

g4056488 

307 

4.0e-28 

79 

71 

(AC005896) unknown protein .[Arabidopsis, thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209443 

LIB3135-032-Q1-K1-C12 

BLASTX 

gl743354 

207 

1.0e-16 

61 

66 

(Y09876) aldehyde dehydrogenase 



(NAD+) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209444 

LIB3135-032-Q1-K1-C8 

BLASTX 

gll71035 

181 

2.0e-13 

43 

74 

METALLOTHIONE IN-LIKE 



PROTEIN TYPE 2 PKIWI504 
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>gi_1086021_pir S48038 metallothionein-like protein - kiwi 

fruit >gi_450245 (L27813) metallothionein-like protein 
[Actinidia deliciosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209445 

LIB3135-032-Q1-K1-C9 

BLASTN 

gl204097 

103 

1.0e-50 

298 
93 

H.annuus mitochodrial trnG gene 
209446 

LIB3135-032-Q1-K1-D1 

BLASTX 

g3860272 

603 

7.0e-63 

126 

91 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4314399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

209447 

LIB3135-032-Q1-K1-D11 

BLASTX 

g2832898 

677 

2.0e-71 

148 

87 

(AJ000886) Tetrafunctional protein of glyoxysomal fatty 
acid beta-oxidation [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209448 

LIB3135-032-Q1-K1-D12 

BLASTX 

g3402758 

429 

1.0e-42 

94 

89 

(AL031187) serine/threonine kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209449 

LIB3135-032-Q1-K1-D2 

BLASTX 

g2065531 

485 

3.0e-50 

121 

74 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
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C 1 s-\ s->t \7/-\ 

beq. JNO . 


J4JU 


Seq. ID 


T TT3*^1 — 0*^9— Pi1 — Kl — DA 

LIdjIjD UjZ yi r\.JL Uf4 


Method 


BLASTX 


NCBI GI 


g3334659 


bliAoi score 


jjj 


E value 




Match length 


lZo 


^ identity 


O J. 


NCBI Description 


fvlfi^lftCM nnf at- t tto nvtnrhrnmp Pd'SO rnivfine Itiaxl 


beq. wo. 


Z U :?*± 0 1 


Seq. ID 


LIBoloO-Uoz-yi-Kl-iijl 


Method 


BLAbTX 


NCBI GI 


g4510361 


BLAST score 


315 


E value 


4 . ue z ^ 


Match length 


oy 


% identity 


Q *3 


inud± uescriptioii 


fapn07 017^ nni-pfivp DNA-bindina nrotein RAV2 TArabidops 




thaliana] 


beq. wo. 


9 n QA R9 
z u DZ 


Seq. ID 




Method 


bliAb 1 A 


NCBI GI 


g3426049 


BLAST score 


336 


E value 




Matcri lengtn 




% identity 


*7 1 


NCBI Description 


/TifOnRI £fi \ -tin Ir-n/^TArn nrri't'P'l Tl S T Fia Y 1 "}" 1 al r ATabl dODSlS 




thaliana] 


beq. no. 


Z U 


Seq. ID 


LIBoloO-Uoz-yi-KI-itiO 


Method 


BLASTX 


NCBI GI 


g3757521^ 


BLAST score 


oz O 


E value 




Match lengtn 


Uz 


s identity 


ZL R 
*± 0 


NCBI Description 


vAUUUDlO / / UnKnOwn piOteili L^il.ciiJXU.up&xo \-i io.J-J-a.ua. j 


beq. no. 




Seq. ID 




Method 


BliAb 1a 


NCBI GI 


g2275196 


BLAST score 


307 


E value 


o • ue zo 


Match lengtn 


*7 Q 

/ y 


% identity 


72 


NCBI Description 


(AC002337) water stress-induced protein, WSI76 isolog 




[Arabidopsis thaliana] 


Seq. No. 


209455 


Seq. ID 


LIB3135-032-Q1-K1-F2 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4432845 
209 

5.0e-18 

119 

47 

(AC006283) unknown protein [Arabidopsis thaliana] 



209456 

LIB3135-032-Q1-K1-F5 

BLASTX 

g3850821 

582 

2.0e-60 

122 
93 

(Y18350) U2 snRNP auxiliary factor, 
[Nicotiana plumbaginif olia] 



large subunit 



209457 

LIB3135-032-Q1-K1-G1 

BLASTX 

gl70920 

153 

4.0e-10 

28 

96 

(M62396) ribosomal protein L41 
209458 

LIB3135-032-Q1-K1-G10 

BLASTX 

g3236242 

228 

8.0e-19 
57 
81 

(AC004684) 
thaliana] 



[Candida maltosa] 



putative ribosomal protein L36 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209459 

LIB3135-032-Q1-K1-G12 

BLASTX 

g2245394 

203 

5.0e-16 

120 

43 

(U89771) ARFl-binding protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



209460 

LIB3135-032-Q1-K1-G6 

BLASTX 

gl36739 

145 

2.0e-09 

49 
65 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



UTP — GLUCOSE- 1- PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) - 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

209461 

LIB3135-032-Q1-K1-G9 

BLASTX 

g4512685 

253 

7.0e-22 

117 

44 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

209462 

LIB3135-032-Q1-K1-H1 

BLASTX 

g464986 

243 

6.0e-21 
46 
98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin— protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Se.q. No. 
Seq. ID 



209463 

LIB3135-032-Q1-K1-H3 

BLASTX 

gl705463 

459 

4.0e-46 

101 
84 

BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi_2129547_pir S71201 

biotin sythase - Arabidopsis thaliana >gi_1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

>gi_1589016_prf 2209438A biotin synthase [Arabidopsis 

thaliana] 

209464 

LIB3135-032-Q1-K1-H7 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl705463 

212 

1.0e-17 

63 
67 

BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi_212954 7jpir S71201 

biotin sythase - Arabidopsis thaliana >gi__1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

>gi_1589016_prf 2209438A biotin synthase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209465 

LIB3135-033-Q1-K1-A12 

BLASTX 

g2492530 

245 

7.0e-21 

52 

87 

CHLOROPLAST AMINOPEPTIDASE 1 PRECURSOR (LEUCINE 
AMINOPEPTIDASE) (LAP) (LEUCYL AMINOPEPTIDASE) (PROLINE 
AMINOPEPTIDASE) {PROLYL AMINOPEPTIDASE) >gi_924630 (U20594) 
leucine aminopeptidase [Solanum lycopersicum] 

209466 

LIB3135-033-Q1-K1-A3 

BLASTX 

g4006872 

307 

5.0e-28 

79 
76 

(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209467 

LIB3135-033-Q1-K1-A4 

BLASTX 

g2146740 

204 

5.0e-16 

80 
47 

inner mitochondrial membrane protein - Arabidopsis thaliana 
>gi_603056 (D18126) inner mitochondrial membrane protein 
[Arabidopsis thaliana] 

209468 

LIB3135-033-Q1-K1-A6 

BLASTX 

g2708532 

439 

1.0e-43 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



129 
26 

(AF029351) putative RNA binding protein [Nicotiana tabacum] 
209469 

LIB3135-033-Q1-K1-A7 

BLASTX 

g746510 

343 

3.0e-32 

109 

54 

(U23517) similar to ubiquitin conjugating enzyme 
[Caenorhabditis elegans] 

209470 

LIB3135-033-Q1-K1-A9 

BLASTX 

g3426048 

243 

1.0e-20 

60 
78 

(AC005168) 
precursor 



putative hydroxymethylglutaryl-CoA lyase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score - 
E value 
Match length 



209471 

LIB3135-033-Q1-K1-B10 

BLASTX 

gl076758 

137 

1.0e-08 

52 

50 

heat-shock protein precursor - rye >gi_2130093__pir S65776 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 

209472 

LIB3135-033-Q1-K1-C11 

BLASTX 

g2499115 

482 

1.0e-48 

138 

67 

VACUOLAR ASSEMBLY PROTEIN VPS 41 HOMOLOG >gi_1835788 
(U86662) VPS41 [Lycopersicon esculentum] 

209473 

LIB3135-033-Q1-K1-C2 

BLASTX 

g4467096 

316 

2.0e-29 
103 
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Sc 4 H otH — 1 +■ \T 


61 


NCBI Descriotion 


(AL035538) putative protein [Arabidopsis thaliana] 




909474 


Qprr jn 


LIB3135-033-Q1-K1-C3 


rlc L11UU 


RT.A^TX 


NCBI GI 


g2565275 


BLAST score 


184 


P TTa 1 np 
Hi V d-L uc 


1 . Oe-13 




52 


S: n Hori"h"i "hw 


79 


NPRT De^priDt ion 

L» J_J X* U ^ w X. J- ^— -1— v A 1 


(AF023611) Dimlp homolog [Homo sapiens] 




909475 


q prr jn 


LIB3135-033-O1-K1-C7 


L1G LHUU 


BLASTX 


NCBI GI 


g2388575 


BLAST score 


141 


T* 1 Tra 1 no 
Hi vaXUC 


1 . Oe-08 




126 




33 


Nr*"RT cjfT i r>t" "i nri 


(AC000098) YUP8H12.18 [Arabidopsis thaliana] 


OCtJ ■ IN (J • 


709476 




LIB3135-033-O1-K1-D1 




RLASTX 




y *± / JUiu 


BLAST score 


638 


E value 


7.0e-67 




1 36 


S- T jr-3j-VT-\4-^ 4-TT 

■5 lCj.CllL.lLy 


64 


lNOJDX L/SSCLipLlOIl 


fY79Rftl \ fnnnnl 3<;t i nfri n^i r nmfpT n cramma ( Qamnia - 1 




TAyahii don^i thalianal 

zii- g i>y jl \jL\j^f -3 -i- -j i_-l.lc3.-i — luiiu j 


OeCJ . 1NO • 


9fl9477 


Sea ID 


LIB3135-033-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3319882 


BLAST score 


220 


E value 


3.0e-18 


Match length 


90 



% identity 

NCBI Description 



53 ' 

(AJ004960) elongation factor 1-alpha (EFl-a) 
arietinum] 



[Cicer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209478 

LIB3135-033-Q1-K1-D7 

BLASTX 

g4038044 

300 

3.0e-27 

90 

60 

(AC005936) unknown protein [Arabidopsis thaliana] 
>gi_4406788_gb_AAD20098_ (AC006532) unknown protein 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2094^79 

LIB3135-033-Q1-K1-E1 

BLASTX 

g4038044 

382 

8.0e-37 

102 

68 

(AC005936) unknown protein [Arabidopsis thaliana] 
>gi_4406788__gb_AAD20098_ (AC006532) unknown protein 
[Arabidopsis thaliana] 



oeq. no. 


9HCM an 
Z U o u 


oeq. 1JJ 


IjXDO Ijj Ujj M Jjt 


Method 


BLASTX 


NCBI GI 


g2935300 


BLAST score 


0 /u 


E value 


5 . Oe-59 


Match length 


117 


% identity 


96 


NCBI Description 


(AF03804 6) 3 -hydroxy-3-methylglutaryl- coenzyme A 




2 [Gossypium hirsutum] 


Seq. No. 


O A Q A O 1 


Seq. ID 


LIBoloO-U J J-Q1-K1-EJ 


Method 


BLASTX 


NCBI GI 


g4107037 


BLAST score 


154 


E value 


3 . 0e-10 


Match length 


50 


% identity 


66 


NCBI Description 


(ABD21od2) HMG-CoA reductase [Cucumis meioj 


Seq. No. 


209482 


Seq. ID 


LIBJloo-Uo J-Ql-KI-EO 


Method 


BLAbTX 


NCBI GI 


g4U3oU4 4 


BLAST score 


119 


E value 


3.0e-13 


LYiai.cn ±engun 


oz 


% identity 


58 


NCBI Description 


(AC005936) unknown protein [Arabidopsis thaliana] 




>gi_4406788__gb_AAD20098_ (AC006532) unknown prote 




[Arabidopsis thaliana] 


Seq. No. 


209483 


Seq. ID 


LIB3135-033-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2935300 


BLAST score 


576 


E value 


1.0e-59 


Match length 


126 


% identity 


90 


NCBI Description 


(AF03804 6) 3 -hydroxy-3-methylglutaryl- coenzyme A 




2 [Gossypium hirsutum] 


Seq. No. 


209484 



reductase 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-033-Q1-K1-E7 

BLASTX 

g464987 

760 

4.0e-81 

144 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin— protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

209485 

LIB3135-033-Q1-K1-E9 

BLASTX 

gl402900 

292 

2.0e-26 

103 

53 

(X98322) peroxidase [Arabidopsis thaliana] 
>gi_1429219_emb_CAA67312_ (X98776) peroxidase ATP13a 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209486 

LIB3135-033-Q1-K1-F1 

BLASTX 

g464987 

421 

1.0e-41 

109 

76 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_34 9213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209487 

LIB3135-033-Q1-K1-F11 

BLASTX 

g986969 

331 

7.0e-31 

120 

56 

(L28005) TGACG-mot if -binding protein 



[Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



209488 

LIB3135-033-Q1-K1-F12 

BLASTX 

g3064039 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



274 

3.0e-24 

131 

42 

(AF054445) major latex protein homolog [Mesembryanthemum 
crystallinum] 

209489 

LIB3135-033-Q1-K1-F4 

BLASTX 

g487046 

447 

2.0e-44 

148 

64 

photosystem I chain II precursor - wood tobacco 
>gi_407769_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI Gl 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209490 

LIB3135-033-Q1-K1-F9 

BLASTX 

gl723242 

145 

4.0e-09 

51 
57 

HYPOTHETICAL 36.8 KD PROTEIN C26A3.16 IN CHROMOSOME I 
>gi_1177363_emb_CAA93239_ (Z69240) yeast dsk2 homolog, 
ubiquitin-like protein [Schizosaccharomyces pombe] 



Seq. No. 


209491 


Seq. ID 


LIB3135-033-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


405 


E value 


2.0e-39 


Match length 


85 


% identity 


88 


NCBI Description 


60S RIBOSOMAL PROTEIN 


Seq. No. 


209492 


Seq. ID 


LIB3135-033-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


405 


E value 


1.0e-39 


Match length 


85 


% identity 


88 


NCBI Description 


60S RIBOSOMAL PROTEIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209493 

LIB3135-033-Q1-K1-G7 

BLASTX 

gl350720 

404 

2.0e-39 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
88 

60S RIBOSOMAL PROTEIN L32 
209494 

LIB3135-033-Q1-K1-H1 

BLASTX 

g4539405 

480 

6.0e-52 

140 

79 

(AL049524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 

209495 

LIB3135-033-Q1-K1-H11 

BLASTX 

gll74171 

349 

5.0e-33 

122 

54 

(U44947) NTH1 [Pisum sativum] 
209496 

LIB3135-033-Q1-K1-H12 

BLASTX 

g218157 

483 

6.0e-49 

106 

90 

(D13512) cytoplasmic aldolase [Oryza sativa] 



209497 

LIB3135-033-Q1-K1-H3 

BLASTX 

gl082403 

276 

1.0e-24 

118 
47 

glutamine — phenylpyruvate transaminase (EC 2.6.1.64) - 

human >gi_2146953_pir S69001 glutamine—phenylpyruvate 

aminotransferase (EC 2.6.1.64) - human 

>gi_758591_emb_CAA57702_ (X82224) glutamine—phenylpyruvate 
aminotransferase [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



209498 

LIB3135-033-Q1-K1-H4 

BLASTX 

g4539296 

220 

8.0e-18 " 

42 
83 
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NCBI Description (AL04 9480) putative pathogenesis-related protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209499 

LIB3135-033-Q1-K1-H8 

BLASTX 

g4539296 

211 

6.0e-17 

42 
81 

(AL049480) putative pathogenesis-related protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209500 

LIB3135-034-Q1-K1-A1 

BLASTX 

g2341039 

147 

6.0e-10 

50 
58 

(AC000104) Similar to Nicotiana lesion-inducing ORF 
(gb_U66269) . [Arabidopsis thaliana] 



Seq. No. 


209501 


Seq. ID 


LIB3135-034-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2996124 


BLAST score 


184 


E value 


6.0e-14 


Match length 


40 


% identity 


78 


NCBI Description 


(AF051735) hypothetical protein [) 


Seq. No. 


209502 


Seq. ID 


LIB3135-034-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3805853 


BLAST score 


355 


E value 


4.0e-34 


Match length 


76 


% identity 


87 


NCBI Description 


(AL031986) putative protein [Arab: 


Seq. No. 


209503 


Seq. ID 


LIB3135-034-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3327222 


BLAST score 


217 


E value 


9.0e-18 


Match length 


95 


% identity 


47 


NCBI Description 


(AB014604) KIAA0704 protein [Homo 


Seq. No. 


209504 


Seq. ID 


LIB3135-034-Q1-K1-A5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX ' ■* ' ' 

gl31773 

190 

5.0e-15 

43 
88 

40S RIB0S0MAL PROTEIN S14 (CLONE MCH2) 

>gi_82724_pir B30097 ribosomal protein S14 (clone MCH2) 



maize 



209505 
LIB3135-034-Q1-K1-B1 
BLASTX 
gll77047 
205 

1.0e-16 

52 
81 

14 KD ZINC-BINDING PROTEIN (PROTEIN KINASE C 
(PKCI) >gi_629857_pir S44158 protein kinase 



INHIBITOR) 
C inhibitor 



maize >gi_473187_emb_CAA82751_ 
inhibitor [Zea mays] 



(Z29643) protein kinase C 



Seq. No. 209506 

Seq. ID LIB3135-034-Q1-K1-B10 

Method BLASTX 

NCBI GI g3395441 

BLAST score 318 

E value 1.0e-29 

Match length 86 

% identity 72 

NCBI Description (AC004683) unknown protein [Arabidopsis thaliana] 
Seq. No. 209507 

Seq. ID LIB3135-034-Q1-K1-B11 

Method BLASTX 

NCBI GI gl26156 

BLAST score 231 

E value 1.0e-19 

Match length 75 

% identity 68 

NCBI Description LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

Seq. No. 209508 

Seq. ID LIB3135-034-Q1-K1-B12 

Method BLASTX 

NCBI GI g586053 

BLAST score 172 

E value 1.0e-12 

Match length - 59 

% identity 51 

NCBI Description SULFITE OXIDASE PRECURSOR >gi_1083807_pir_A53107 sulfite 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



oxidase (EC 1.8.3.1) precursor, mitochondrial - rat 
>gi_294639 (L05084) sulfite oxidase [Rattus norvegicus] 

209509 

LIB3135-034-Q1-K1-B5 

BLASTX 

g3122659 

376 

2.0e-36 

91 . ' 
74 

PEROXIREDOXIN (REHYDRIN HOMOLOG) >gi_1926269_emb_CAA72804_ 
(Y12089) peroxiredoxin [Arabidopsis thaliana] 

209510 

LIB3135-034-Q1-K1-B7 

BLASTX 

g3914239 

154 

2.0e-12 

63 

63 

PROTEIN PHOSPHATASE 2C ABI2 (PP2C) 

>gi_1945140_emb_CAA70163_ (Y08966) ABI2 protein phosphatase 
2C [Arabidopsis thaliana] >gi_1945142_emb_CAA70162__ 
(Y08965) ABI2 protein phosphatase 2C [Arabidopsis thaliana] 
>gi_2564213_emb_CAA72538_ (Y11840) ABI2 [Arabidopsis 
thaliana] 



Seq. No. 


209511 




Seq. ID 


LIB3135-034- 


-Ql- 


Method 


BLASTX 




NCBI GI 


gll84077 




BLAST score 


287 




E value 


8.0e-26 




Match length 


128 




% identity 


2 




NCBI Description 


(U42445) Cf- 


-2. 


Seq. No. 


209512 




Seq. ID 


LIB3135-034- 


-Ql 


Method 


BLASTX 




NCBI GI 


g2598599 




BLAST score 


315 




E value 


5.0e-29 




Match length 


88 




% identity 


67 




NCBI Description 


(Y15372) MtN4 


Seq. No. 


209513 




Seq. ID 


LIB3135-034 


-Ql 


Method 


BLASTX 




NCBI GI 


gll73187 




BLAST score 


176 




E value 


3.0e-13 




Match length 


48 




% identity 


69 





2 [Lycopersicon pimpinelli folium] 



[Medicago truncatula] 
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NCBI Description 40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative AOS ribosomal 
protein sl2 [Fragaria x ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209514 

LIB3135-034-Q1-K1-C5 

BLASTX 

g2467088 

257 

1.0e-22 

80 
64 

(AJ001911) putative Ckc2 [Arabidopsis thaliana] 
209515 

LIB3135-034-Q1-K1-C6 

BLASTX 

g!173218 

284 

5.0e-26 

62 

90 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 


209516 


Seq. ID 


LIB3135-034-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


293 


E value 


2.0e-26 


Match length 


79 


% identity 


71 


NCBI Description 


(AC004665) unknown protein [Arabidopsis thaliana] 


Seq. No. 


209517 


Seq. ID 


LIB3135-034-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g470373 


BLAST score 


152 


E value 


7.0e-10 


Match length 


76 


% identity 


43 


NCBI Description 


(U00047) ZK418.5 gene product [Caenorhabditis elegan 


Seq. No. 


209518 


Seq. ID 


LIB3135-034-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4406808 


BLAST score 


197 


E value 


2.0e-15 


Match length 


56 


% identity 


71 


NCBI Description 


(AC006201) unknown protein [Arabidopsis thaliana] 
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Seq. No. 

Seiq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-034-Q1-K1-D4 

BLASTX 

g4006894 

159 

5.0e-ll 

68 

43 

(Z99708) homeodomain protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209520 

LIB3135-034-Q1-K1-D7 

BLASTX 

g2088651 - 

505 

2.0e-51 

123 

72 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209521 

LIB3135-034-Q1-K1-D9 

BLASTX 

gl403138 

406 

7.0e-40 

99 

73 

(X98190) peroxidase ATP2a [Arabidopsis thaliana] 
>gi_4371288_gb_AAD18146_ (AC006260) putative peroxidase 
ATP2a [Arabidopsis thaliana] 



Seq. No. 


209522 


Seq. ID 


LIB3135-034-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2385344 


BLAST score 


404 


E value 


8.0e-40 


Match length 


86 


% identity 


93 


NCBI Description 


(Y14567) sigma factorB [Arab: 


Seq. No. 


209523 


Seq. ID 


LIB3135-034-Q1-K1-E12 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


81 


E value 


8.0e-38 


Match length 


232 


% identity 


15 


NCBI Description 


Gossypium hirsutum cultivar ; 



1-2 proline-rich protein 



precursor (PRP) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



209524 

LIB3135-034-Q1-K1-E5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g399052 
199 

1.0e-15 

67 
51 

ACETYLGLUTAMATE KINASE (NAG KINASE) (AGK) 
( N-ACET YLGLUTAMATE 5- PHOSPHOTRANSFERASE) 

>gi_485454_pir S28959 acetylglutamate kinase (EC 2.7.2.8) 

- red alga (Porphyra umbilicalis) chloroplast 

>gi_2147073_pir S73249 acetylglutamate kinase (EC 2.7.2.8) 

argB - Porphyra purpurea chloroplast >gi_343131 (M94 625) 
N-acetylglutamate kinase [Porphyra umbilicalis] >gi_1276794 
(U38804) acetylglutamate kinase [Porphyra purpurea] 



Seq. No. 


209525 


Seq. ID 


LIB3135-034-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


a com ii /" 

g4539346 


BLAST score 


107 


E value 


1 r\ ^ no 

i . ue-Uo 


Match length 


82 


% identity 


46 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No.~ 


209526 


Seq. ID 


LIB3135-034-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g642244 


BLAST score 


253 


E value 


6. Oe-22 


Match length 


52 


% identity 


87 


NCBI Description 


(X84055) mammalian acyl CoA oxidase homologous [Hord 




vulgar e] 


Seq. No. 


209527 


Seq. ID 


LIB3135-034-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3551838 


BLAST score 


396 


E value 


8.0e-39 


Match length 


98 


% identity 


80 


NCBI Description 


(AF070967) SKPl-like protein [Nicotiana clevelandii] 


Seq. No. 


209528 


Seq. ID 


LIB3135-034-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2129898 


BLAST score 


321 


E value 


1.0e-29 


Match length 


74 


% identity 


78 


NCBI Description 


UDPglucose — starch glucosyltransf erase (EC 2.4.1.11) 



isoform II precursor - garden pea >gi_385412_bbs_131619 
granule-bound starch synthase isoform II, GBSSII [Pisum 
sativum^peas, BC1/9RR, Peptide, 752 aa] 
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oeq. jno» 




beq. id 


ijJ.jDOlJJ U J4 ^/l rvX ul 


Method 


BLASTN 


NCBI GI 


gl9212 


rJiiiioi score 




E value 


Q Ho— 1 1 

y . Uc 11 


Match, length 


1 


% iaeni.ir.y 




NCBI Description 


loiuauo extciisin nii\iN.ri ^uiuiic wi / ±j 


oeq. JNO . 




oeq. xiJ 


1j1I5J>100 UOfi \/l *M O-LU 


Method 


BLASTX 


NCBI GI 


g3288883 


dLAoi score 


zzo 


E value 


1 • Uc 1 O 


Match length 


00 


S- i Hon 1 !" i "Hi? 

? luenLity 


3 D 


Nv^oi Description 


^/iJ3U10 4 Jl J Oi-irs. ULNri JJlIlU.lIiy piULcXU 


beg* NO. 


£. 1/jJJl 


beq. ID 




Method 


BLASTX 


NCBI G-I - ■ - 


g3327222 


BLAST score 


O 1 T 


E value 


o . ue-io 


Match length 


1^2 


% identity 


4U 


NCBI Description 


(AdU14oU4J J\lfiAU/U4 protein [nOrnO 


beq. no. 




beq. id 


lilDJi jj Uj^ yl rvl vj£ 


Method 


oliAb 1 A 


NCBI GI 


g!361983 


BLAST score 


485 


E value 


/ . ue— 4 y 


Match length 


ijj 


% identity 


D / 


jnuox uescription 


AT5 "D r\y/>*l" r\ _ 7\ a V> ■? ^*r> c i q i ana 
x-ilxlr piuLclil t\±- cLiJJ-LivJ^o-Lo t_lld JL J_ctJ.Ict 




/ d ; AKr prouem [HraDiaopsis 


beq. no. 




beq. id 


T ^R — n^4— Ol —TCI —C^ 
LiDjijj UJ4™yi J\i bo 


Method 


BLASTX 


NCBI GI 


g3925703 


BLAST score 




E value 


4 . ue-4 y 


Match length 


117 


% identity 




NCBI Description 


(X95905) 14-3-3 protein [Lycopersi 


Seq. No. 


209534 


Seq. ID 


LIB3135-034-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3821280 


BLAST score 


473 



886434 emb CAA89858 
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E--" value 
Match length 
% identity 
NCBI Description 



9.0e-48 

101 

86 

(AJ009952) asparagine synthetase type II [Phaseolus 
vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209535 

LIB3135-034-Q1-K1-G7 

BLASTX 

g2462762 

224 

1.0e-18 

67 
64 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 


ci a o c "3 r 

209536 


Seq. ID 


LIB3135-034-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g!402912 


BLAST score 


336 


E value 


8 . Oe-32 


Match length 


8 6 


% identity 


78 


NCBI Description 


(X98317) peroxidase [Arabidop£ 


Seq. No. 


209537 


Seq. ID 


LIB3135-034-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2129496 


BLAST score 


310 


E value 


3 . Oe-31 


Match length 


90 


% identity 


/ 9 


NCBI Description 


acetolactate synthase (EC 4.1 




upland cotton 


Seq. No. 


209538 


Seq. ID 


LIB3135-034-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g927577 


BLAST score 


331 


E value 


3. Oe-31 


Match length 


75 


% identity 


76 


NCBI Description 


(U12927) alpha-galactosidase 


Seq. No. 


209539 


Seq. ID 


LIB3135-034-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2252860 


BLAST score 


196 


E value 


2.0e-15 


Match length 


48 


% identity 


85 


NCBI Description 


(AF013294) No definition line 



.18) precursor {clone A19) - 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209540 

LIB3135-034-Q1-K1-H9 

BLASTX 

gl050918 

178 

3.0e-13 

54 

57 

(X92648) lipid transfer protein [Helianthus annuus] 
209541 

LIB3135-035-Q1-K1-A1 

BLASTX 

gl871193 

136 

1.0e-08 

59 

47 

(U90439) receptor-like protein kinase isolog [Arabidopsis 
thaliana] >gi_2335090 (AC002339) putative receptor-like 
protein kinase [Arabidopsis thaliana] 



Seq. No. 


209542 


Seq. ID 


LIB3135-035-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g294845 


BLAST score 


146 


E value 


3.0e-09 


Match length 


51 


% identity 


49 


NCBI Description 


(L13655) membrane protein 




H65-7052] 


Seq. No. 


209543 


Seq. ID 


LIB3135-035-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3549691 


BLAST score 


388 


E value 


1.0e-37 


Match length 


96 


% identity 


69 


NCBI Description 


(AJ010501) thaumatin-like 


Seq. No. 


209544 


Seq. ID 


LIB3135-035-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2618721 


BLAST score 


147 


E value 


2.0e-09 


Match length 


45 


% identity 


67 


NCBI Description 


(U49072) IAA16 [Arabidops 


Seq. No. 


209545 


Seq. ID 


LIB3135-035-Q1-K1-B1 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



<F3 f 5'H) (CYTOCHROME P450 
_pir S38985 flavonoid 



gl345642 
306 

4.0e-28 
110 
55 

FLAVONOID 3 \ 5 ' -HYDROXYLASE 1 
75A1) (CYPLXXVA1) >gi_629710_ 
3* ,5 T -hydroxylase Hfl - garden petunia 
>gi_311656_emb_CAA80266_ (Z22545) flavonoid 
3 ' , 5 ' -hydroxylase [Petunia x hybrida] 
>gi_1853972_dbj_BAA03438_ (D14588) 

flavonoid-3 T / 5 f -hydroxylase [Petunia x hybrida] >gi_3426337 
(AF081575) flavonoid 3 ' , 5 ' -hydroxylase [Petunia x hybrida] 

>gi_738772_prf 2001426B flavonoid 3 f , 5 1 -hydroxylase 

[Petunia x hybrida] 



Seq, No. 


209546 


Seq. ID 


LIB3135-035-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


all73223 


BLAST score 


144 


E value 




Match length 


12 


% identity 


49 


NCBI Description 


40S RIBOSOMAL PROTEIN Sll >gi_454848 (L28831) ribosom 




protein Sll [Glycine max] 


Seq. No. 


209547 


Sea. ID 


UlDJiJJ UJJ V -L X\-L £5J 


Method 


BLASTX 


NCBI GI 




BLAST score 


548 


E value 


2.0e-56 


Match length 


107 


% identity 


52 


NCBI Description 


(U7374 6) annexin [Gossypium hirsutum] 


Seq. No. 


209548 


Seq. ID 


LIB3135-035-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


gll66450 


BLAST score 


257 


E value 


2.0e-22 


Match length 


55 


% identity 


85 


NCBI Description 


(X95262) Tfm5 [Lycopersicon esculentum] 


Seq. No. 


209549 


Seq. ID 


LIB3135-035-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3763927 


BLAST score 


283 


E value 


9.0e-26 


Match length 


77 


% identity 


75 


NCBI Description 


(AC004450) putative carboxyphosphoenolpyruvate mutase 




[Arabidopsis thaliana] 



28936 



Seq. No. 


209550 


Seq. ID 


LIB3135-035-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4204306 


BLAST score 


217 


Xi v d JL UC 


1 . Oe-17 


Liu L>uU XCLl^ L.i.1 


76 






NCBI DescriDtion 


(AC003027) lcl nrt* spa No definition 




f At^Iti Hod*? i ^ "hhslisn^l 


Seq. No. 


209551 


Seq. ID 


LIB3135-035-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2982466 




201 

U X 


T 1 no 


X • U C X J 


1 id LOli J-CIiy U1I 


o u 


^ lUCii LX L.y 








Sea No 


209552 

c-> W J ~J -*J 


Seq. ID 


LIB3135-035-O1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4406775 


DJj/IO 1 jLUIC 


1 fi1 

1U1 


Hi vaxtic 


J • UC XX 






?; i dent" "i 1~ v 


35 




Irt^uuoo jo/ LinKiiown proiein ["^axjiciops 




209553 


Seq* ID 


LIB3135-035-O1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl354849 


±J±-LT\kJ i O^'w'XC 


294 


P. "KTZ* Ino 




Ma +■ o Vj 1 onrfhH 
liCl L^li J-CLiy L-li 






61 


IN^JDX UCoLiipLlUll 


\uj / jju/ trpuAxut: iiyuxoxciots L^'-i-'-'OCXa.ria 


Qprr Mo 




Seq. ID 


LIB3135-035-O1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2500354 


BLAST score 


513 


E value 


2.0e-53 


Match length 


120 


% identity 


88 


NCBI Description 


60S RIBOSOMAL PROTEIN L10 (EQM) >gi 1 



(AB001891) QM family protein [Solanum melongena] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



209555 

LIB3135-035-Q1-K1-D1 

BLASTX 

g4006957 



28937 



BLAST score 


282 


E value 


3.0e-25 


M^trh lenath 


109 


S: -j Hpnt" it" v 

Q -i- V*^ 1 ^ *w y 


52 




fA.TOnfiQI fH nol 1 pn al lprnpn Rp-hvl i cm-Form a\ 




pendula] 






Sea. ID 


LIB3135-035-O1-K1-D11 


Method 


BLASTX 


NCBI GI 


g475048 


BLAST score 


166 


E value 


4.0e-12 


Ma1"pht 1 pnrrt"h 

11Q 111 




O -L VjLC 1 1 L. J- L. y 


74 




/ V 7 9 R 1 ^ "i - An An 1 a o +* n nfTi y> O i /-t ynf ai y\ *t a yitytyi a 
^A/iJOlJ LOIlUpXcio L _LI1 ui -LlioJ-C pXCJLclIl ydllllLld. 










Sea ID 


LIB^13S-0^S-Ol-Kl -D1 ? 


Method 


BLASTX 


NCBI GI 


g643469 


BLAST score 


243 


R \TA 1 lip 


q np-?1 


Ma^pVi 1 pnrfhh 


UJ 


& "i Hont" n i~\T 


71 


MfRT ^ cir i ttI~ i on 


f [11 Q Q Q £\ \ nTi Vnnwn r TA/rrinorQ i oori nqpn 1 orThnm 1 

\ \J J- -7 V tj \J ) U.11 jVI iUWll L -Uj UUpCi. O ILUIl CoUUlCill, LULL J 


Q /-\ /-t KT/"\ 
oeCJ. LNO » 




Spa ID 




Method 


BLASTX 


NCBI GI 


g3183088 


BLAST score 


209 


E value 


1.0e-16 


Match length 


71 


% identity 


56 


NCBI Description 


PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN 



(LTP) >gi_629658_pir S47084 lipid transfer like protein 

cowpea >gi_4 99034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209559 

LIB3135-035-Q1-K1-D4 

BLASTX 

g2507421 

169 

6.0e-12 

52 
63 

PROTEIN TRANSLATION FACTOR SUI1 H0M0L0G >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_44 90709_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



209560 

LIB3135-035-Q1-K1-D6 
BLASTX 



28938 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%" identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



gl350720 
440 

1.0e-43 

110 

75 

60S RIBOSOMAL PROTEIN L32 
209561 

LIB3135-035-Q1-K1-E1 

BLASTX r ~ 

g3522950 

167 

1.0e-ll 

49 

63 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
209562 

LIB3135-035-Q1-K1-E2 

BLASTX 

g4103635 

227 

9.0e-19 

111 

39 

(AF026538) ABA- responsive protein [Hordeum vulgare] 
209563 

LIB3135-035-Q1-K1-E3 

BLASTX 

g3122673 



BLAST score 


355 


E value 


7.0e-34 


Match length 


99 


% identity 


73 


NCBI Description 


60S RIBOSOMAL PROTEIN L15 >gi__2245027_emb_CAB10447 




(Z97341) ribosomal protein [Arabidopsis thaliana] 


Seq. No. 


209564 


Seq. ID 


LIB3135-035-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3549691 


BLAST score 


438 


E value 


2.0e-43 


Match length 


104 


% identity 


71 


NCBI Description 


(AJ010501) thaumatin-like protein PR-5b [Cicer ari 


Seq. No. 


209565 


Seq. ID 


LIB3135-035-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gll69534 


BLAST score 


603 


E value 


8.0e-63 


Match length 


130 


% identity 


90 


NCBI Description 


ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 



28939 



(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_542019_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (Z28386) enolase {Ricinus 
communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209566 

LIB3135-035-Q1-K1-F11 

BLASTX 

g2191138 

199 

2.0e-15 

104 

48 

(AF007269) 
thaliana] 



A_IG002N01.18 gene product [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



209567 

LIB3135-035-Q1-K1-F2 

BLASTX 

gll72977 

158 

8.0e-ll 

38 
84 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) 
ribosomal protein L18 [Arabidopsis thaliana] 



209568 

LIB3135-035-Q1-K1-G2 

BLASTX 

g2388575 

259 

2.0e-22 

129 

42 

(AC000098) YUP8H12.18 



cytoplasmic 



[Arabidopsis thaliana] 



209569 

LIB3135-035-Q1-K1-G4 

BLASTX 

g2662341 

573 

2.0e-59 

111 

99 

(D63580) EF-1 alpha [Oryza sativa] 
>gi_2662345_dbj_BAA23659_ (D63582) 
sativa] >gi_2662347_dbj_BAA23660__ 
[Oryza sativa] 

209570 

LIB3135-035-Q1-K1-G7 

BLASTX 

g2497752 

279 

8.0e-25 
96 



EF-1 alpha [Oryza 
(D63583) EF-1 alpha 



28940 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1321911_emb_CAA65475_ (X96714) lipid transfer protein 
[Prunus dulcis] 

209571 

LIB3135-035-Q1-K1-H1 

BLASTX 

g2760844 

459 

4.0e-46 

110 

76 

(AC003105) hypothetical protein [Arabidopsis thaliana] 
209572 

LIB3135-035-Q1-K1-H10 

BLASTX 

g806310 

159 

1.0e-10 

116 

9 

(J02746) proline-rich protein [Glycine max] 
209573 

LIB3135-035-Q1-K1-H3 

BLASTX 

g2982318 

282 

2.0e-25 

57 

88 

(AF051244) probable 60S ribosomal protein L15 [Picea 
mariana] 



Seq. No. 


209574 


Seq. ID 


LIB3135-035-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2832620 


BLAST score 


162 


E value 


5.0e-ll 


Match length 


61 


% identity 


54 


NCBI Description 


(AL021711) hypothetical prot 


Seq. No. 


209575 


Seq. ID 


LIB3135-035-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl!66450 


BLAST score 


199 


E value 


1.0e-15 


Match length 


46 


% identity 


78 


NCBI Description 


(X95262) Tfm5 [Lycopersicon 


Seq. No. 


209576 



28941 



Seq. ID 


LIB3135-035-O1-K1-H8 


Method 


BLASTN 


NCBI GI 


g!2614 


BLAST score 


211 


E value 


1.0e-115 


Match length 


389 


% identity 


89 


NCBI Description 


L . esculent nm {tpti a f nr "hRNTA 


Seq. No, 


209577 


Seq* ID 


LIB3135-036-O1-K1 -A1 1 

•1-1 -1* J-J «-* JL — ' \J -~s \J \s -L i\ J. fill 


Method 


BLASTX 


NCBI GI 


g2655098 


BLAST score 


249 


E value 


3.0e-21 


Match length 


145 


% identity 


37 


NCBI Description 


(AF023472) peptide transport 


Seq, No . 




Seq. ID 


LIB3135-036-O1-K1 -A1 ? 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


142 


E value 


6.0e-09 


Match length 


46 


% identity 


65 


NCBI Description 


(U12390) beta-galactosidase < 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pSportl] 
209579 

LIB3135-036-Q1-K1-A4 

BLASTX 

g729618 

374 

6.0e-36 

89 

82 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 2 (GRP 78-2) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 2) (BIP 

2) >gi_82172__pir PQ0262 luminal binding protein BLP-2 - 

common tobacco (fragment) >gi_100338__pir S21878 heat shock 

protein BiP homolog blp2 - common tobacco (fragment) 
>gi_19807_emb__CAA42661_ (X60059) luminal binding protein 
(BiP) [Nicotiana tabacum] 

209580 

LIB3135-036-Q1-K1-A7 

BLASTX 

gl66949 

432 

1.0e-42 

145 
58 

(M32885) cytochrome P-450LXXIA1 (cyp71Al) [Persea 
americana] 



28942 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



209581 

LIB3135-036-Q1-K1-B10 

BLASTX 

g!173234 

327 

2.0e-30 

72 
89 

40S RIBOSOMAL PROTEIN S25 >gi_481909_pir S40089 ribosomal 

protein S25 - tomato >gi_435679_emb_CAA54132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209582 

LIB3135-036-Q1-K1-B3 

BLASTX 

gl709498 

527 

7.0e-54 

125 

76 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor ■ 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 



■ Arabidopsis 
osmotin 



Seq. No. 


209583 


Seq. ID 


LIB3135-036 


Method 


BLASTX 


NCBI GI 


g2501599 


BLAST score 


168 


E value 


6.0e-12 


Match length 


102 


% identity 


37 


NCBI Description 


HYPOTHETICA 




>gi_669022 




elegans] 


Seq. No. 


209584 


Seq. ID 


LIB3135-036 


Method 


BLASTX 


NCBI GI 


g3128209 


BLAST score 


552 


E value 


8.0e-57 


Match length 


143 


% identity 


37 


NCBI Description 


(AC004077) 


Seq. No. 


209585 


Seq. ID 


LIB3135-036 


Method 


BLASTX 


NCBI GI 


g2982268 


BLAST score 


448 


E value 


1.0e-44 


Match length 


96 


% identity 


92 



L 29.1 KD PROTEIN W06E11.4 IN CHROMOSOME III 
(U20862) W06E11.4 gene product [Caenorhabditis 



unknown protein [Arabidopsis thaliana] 



28943 



NCBI Description (AF051217) probable 40S. ribosomal protein S15 [Picea 
mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209586 

LIB3135-036-Q1-K1-C6 

BLASTX 

g2688824 

316 

4.0e-29 

107 

64 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209587 

LIB3135-036-Q1-K1-C7 

BLASTX 

g3341697 

475 

4.0e-55 

135 

81 

(AC003672) hypothetical protein [Arabidopsis thaliana] 
209588 

LIB3135-036-Q1-K1-D3 

BLASTN 

g2232147 

39 

1.0e-12 

75 
88 

Arabidopsis thaliana 14-3-3-like protein GF14 upsilon 
(GRF5) gene, complete cds 



Seq. No. 


209589 


Seq. ID 


LIB3135-036-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3757522 


BLAST score 


557 


E value 


2.0e-57 


Match length 


148 


% identity 


75 


NCBI Description 


(AC005167) putative 


Seq. No. 


209590 


Seq. ID 


LIB3135-036-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3096939 


BLAST score 


184 


E value 


1.0e-13 


Match length 


51 


% identity 


65 


NCBI Description 


(AL023094) putative 


Seq. No. 


209591 


Seq. ID 


LIB3135-036-Q1-K1-D8 



[Arabidopsis thaliana] 



28944 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4406810 

368 

9.0e-48 

140 

61 

(AC006201) 



unknown protein [Arabidopsis thaliana] 



209592 

LIB3135-036-Q1-K1-E1 

BLASTX 

g3193297 

395 

2.0e-38 

120 

54 

(AF069298) similar to epoxide hydrolases [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209593 

LIB3135-036-Q1-K1-E10 

BLASTX 

g2213608 

163 

2.0e-ll 

74 
46 

(AC000103) F21J9.2 [Arabidopsis thaliana] 
209594 

LIB3135-036-Q1-K1-E11 

BLASTX 

g2665890 

710 

3.0e-75 
154 
87 

(AF035944! 
ananassa] 



calcium-dependent protein kinase [Fragaria x 



209595 

LIB3135-036-Q1-K1-E3 

BLASTN 

g2351064 

41 

1.0e-13 

73 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDJ22, complete sequence [Arabidopsis thaliana] 

209596 

LIB3135-036-Q1-K1-E4 

BLASTX 

gll70897 

116 

3.0e-09 



PI clone 



28945 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. - ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 
45 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_1076276_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi~695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 

209597 

LIB3135-036-Q1-K1-E5 

BLASTX 

gl304227 

456 

2.0e-45 

139 

55 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 

209598 

LIB3135-036-Q1-K1-E6 

BLASTX 

g2492519 

197 

1.0e-16 

60 

85 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 

209599 

LIB3135-036-Q1-K1-E8 

BLASTX 

gl730109 

558 

2.0e-57 
146 
77 

LEUCOANTHOCYANIDIN D I OXYGENASE (LDOX) 
HYDROXYLASE) >gi_499022 emb CAA53580_ 



( LEUCOANT HOC YAN I D I N 
(X75966) 



leucoanthocyanidin dioxygenase [Vitis vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



209600 

LIB3135-036-Q1-K1-F10 

BLASTX 

gl402912 

636 

1.0e-66 

155 

79 

(X98317) peroxidase [Arabidopsis thaliana] 
209601 

LIB3135-036-Q1-K1-F3 

BLASTX 

g4263721 



28946 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



507 

2.0e-51 

104 
95 

(AC006223) putative DNA repair protein RAD50 [Arabidopsis 
thaliana] 



Seq. No. 


o n n c n o 

2U9oU^ 


Seq. ID 


t tr^1 ^R-D^fi-ni -K1 -Fft 


Method 


-BLAb 1 A 


NCBI GI 


_-3 -t o o n a c 

golZo / 40 


BLAST score 




E value 




Match length 


146 


% identity 


86 


NCBI Description 


(ABUio44 / J axuiuxnuni inaucea [^raoo-L^a 


Seq. No. 


o pi rt /** rt *3 

209603 


Seq. ID 


T TDQ1 Pil — K"1 —CI 


Method 


BLASTX 


NCBI GI 


g3510538 


BLAST score 


149 


E value 


1 . Oe-09 


Match length 


30 


% identity 


90 


NCBI Description 


(U93167) expansin [Prunus armeniaca] 


Seq. No. 


209604 


Seq. ID 


LIB3135-036-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2826884 


BLAST score 


385 


E value 


3.0e-37 


Match length 


116 


% identity 


68 


NCBI Description 


(AJ223635) transcription factor IIA 1< 


[Arabidopsis thaliana] 


Seq. No. 


209605 


Seq. ID 


LIB3135-036-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g629483 


BLAST score 


390 


E value 


9.0e-38 



Match length 

% identity 

NCBI Description 



149 
55 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209606 

LIB3135-036-Q1-K1-G4 

BLASTX 

g3549691 

453 

3.0e-45 



28947 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CP 

106 

(AJO 10501) thaumatin-like protein PR-5b [Cicer arietmum] 



209607 

LIB3135-036-Q1-K1-G6 

BLASTX 

g2497753 

342 

4.0e-32 

123 

51 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209608 

LIB3135-036-Q1-K1-G9 

BLASTX 

gl22770 

266 

1.0e-23 

71 

76 

HEMOGLOBIN II >gi_995Q9j>ir S13378 hemoglobin II - swamp 

oak >gi_18015_emb_CAA37898_ (X53950) hemoglobin [Casuarina 
glauca] 

209609 

LIB3135-036-Q1-K1-H10 

BLASTX 

g2282584 

179 

2.0e-22 

98 

63 

(U76259) elongation factor 1-alpha [Zea mays] 
209610 

LIB3135-036-Q1-K1-H6 

BLASTX 

g4539545 

615 

3.0e-64 

132 

89 

(Y16644) PRCI [Nicotiana tabacum] 
209611 

LIB3135-036-Q1-K1-H8 

BLASTX 

g2345148 

161 

4.0e-ll 

54 
61 

(AF014821) developmentally regulated GTP binding protein 



28948 



[Pisum sativum] 



Seq. No. 


209612 


Sea. ID 


LIB3135-036-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4150974 


BLAST score 


374 


E value 


7.0e-36 


Match length 


95 


% identity 


71 


NCBI Description 


(AJ224331) cystatin [Castanea sativa] 


Seq. No. 


209613 


Seq. ID 


LIB3135-037-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3292849 


BLAST score 


254 


E value 


7.0e-22 


Match length 


93 


% identity 


58 


NCBI Description 


(AJ007582) arginine methyltransf erase 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209614 

LIB3135-037-Q1-K1-A3 

BLASTX 

g3914535 

444 

3.0e-44 

104 

80 

60S RIBOSOMAL PROTEIN L13A >gi_2791948_emb_CAA11283_ 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209615 

LIB3135-037-Q1-K1-A5 

BLASTX 

g3377507 

679 

1.0e-71 

148 

90 

(AF056026) auxin transport protein EIR1 [Arabidopsis 
thaliana] >gi_3661620 (AF093241) putative auxin efflux 
carrier AGR [Arabidopsis thaliana] >gi_374 688 6 (AF087459) 
polar-auxin-transport efflux component AGRAVITROPIC 1 
[Arabidopsis thaliana] >gi_4206709 (AF086906) root 
gravitropism control protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



209616 

LIB3135-037-Q1-K1-B1 

BLASTX 

gl519241 

252 

1.0e-21 

54 

81 



28949 



NCBI Description (U65890) 10 kDa chaperonin [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209617 

LIB3135-037-Q1-K1-B10 

BLASTX 

g2853097 

158 

5.0e-ll 

81 

44 

(AL021767) hypothetical protein [Schizosaccharomyces pombe] 
209618 

LIB3135-037-Q1-K1-B7 

BLASTX 

g2570827 

569 

9.0e-59 

148 

71 

(AF026058) anthocyanidin synthase [Matthiola incana] 
209619 

LIB3135-037-Q1-K1-B8 

BLASTX 

g3776029 

276 

3.0e-28 

127 

56 

(AJ010476) RNA helicase [Arabidopsis thaliana] 
209620 

LIB3135-037-Q1-K1-C1 

BLASTX 

g2828280 

393 

4.0e-38 

82 

91 

(AL021687) putative protein [Arabidopsis thalianal 
>gi_2832633_emb_CAA16762_ (AL021711) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209621 

LIB3135-037-Q1-K1-C10 

BLASTX 

g683553 

203 

5.0e-16 

98 

44 

(Z48450) oleosin-like protein [Citrus sinensis] 
>gi_1582679_prf 2119230A oleosin homolog [Citrus sinensis] 



Seq. No. 
Seq. ID 



209622 

LIB3135-037-Q1-K1-C11 



28950 



Method 


© 

BLASTX 


NCBI GI 


g2499115 


BLAST score 


387 


E value 


1.0e-37 


Match length 


117 


% identity 


63 


NCBI Description 


VACUOLAR 



(U86662) VPS 41 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209623 

LIB3135-037-Q1-K1-C12 

BLASTX 

gl709498 

423 

9.0e-42 

112 

71 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 



Seq. No. 


209624 


Seq. ID 


LIB3135-037-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3269284 


BLAST score 


210 


E value 


1.0e-16 


Match length 


49 


% identity 


84 


NCBI Description 


(AL030978) histone H2A- like protein 


Seq. No. 


209625 


Seq, ID 


LIB3135-037-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3435196 


BLAST score 


381 


E value 


8.0e-37 


Match length 


96 


% identity 


73 


NCBI Description 


(AF067773) glutamyl-tRNA synthetase 


Seq. No. 


209626 


Seq. ID 


LIB3135-037-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g!653142 


BLAST score 


140 


E value 


1.0e-08 


Match length 


67 


% identity 


45 


NCBI Description 


(D90911) hypothetical protein [Synec 


Seq. No. 


209627 


Seq. ID 


LIB3135-037-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3834309 


BLAST score 


275 



28951 



E value 
Match length 
% identity 
NCBI Description 



3.0e-24 

89 

52 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_F13813, gb_T21052, gb_R30218 and 
gb_W43262 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


209628 


Seq. ID 


LIB3135-037-Q1-K1-D5 ' 


Method 


BLASTX 


NCBI GI 


g2961378 


BLAST score 


247 


E value 


4.0e-21 


Match length 


126 


% identity 


46 


NCBI Description 


(AL022141) putative protein [Arabidop 


Seq. No. 


209629 


Seq. ID 


LIB3135-037-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl!71978 


BLAST score 


217 


E value 


5.0e-26 


Match length 


98 


% identity 


65 


NCBI Description 


POLYADENYLATE-B IND I NG PROTEIN 2 (POLY 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

209630 

LIB3135-037-Q1-K1-E2 

BLASTX 

g2194125 

563 

4.0e-58 

132 

79 

(AC002062) ESTs gb_R30459, gb_N38441 come from this gene. 
[Arabidopsis thaliana] 

209631 

LIB3135-037-Q1-K1-E4 

BLASTX 

gll30682 

370 

2.0e-35 

78 

88 

(246959) acetohydroxyacid synthase [Gossypium hirsutum] 
209632 

LIB3135-037-Q1-K1-E5 

BLASTX 

g3121848 

629 



28952 



E value 
Match length 
% identity 
NCBI Description 



8.0e-66 

140 

58 

CALMODULIN >gi_1835521 (U83402) calmodulin [Capsicum 
annuum] 



Seq. No. 


o n c\ r o o 


Seq. ID 


LIBiloo-U J /-yi-Ki-lLO 


Method 


DT 7\ C TV 


NCBI GI 


A A C701 Q 


BLAST score 


299 


E value 


4 . ue~z / 


Match length 


105 


% identity 


65 


NCBI Description 


(AF127796) acyl carrier protein [Capsicum chinense 


Seq. No. 


o a a f "3 A 

209634 


Seq. ID 


LIB3135-037-Q1-K1-F10 


Method 


tit 7\ o mv 

BLASTX 


NCBI GI 


g3892057 


BLAST score 


507 


E value 


1 . 0e-51 


Match length 


125 


% identity 


42 


NCBI Description 


(AC002330) hypothetical protein [Arabidopsis thali 


Seq. No. 


209635 


Seq. ID 


LIB3135-037-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g986969 


BLAST score 


254 


E value 


7 . 0e-z2 


Match length 


101 


% identity 


53 


NCBI Description 


(L28005) TGACG-motif-binding protein [Glycine max] 


Seq. No. 


o a a r *"3 /~ 

209636 


Seq. ID 


LIB3135-037-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3935147 


BLAST score 


363 


E value 


1 . 0e-34 


Match length 


126 


% identity 


57 


NCBI Description 


(AC005106) T25N20.11 [Arabidopsis thaliana] 


Seq. No. 


209637 


Seq. ID 


LIB3135-037-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3702332 


BLAST score 


286 


E value 


3.0e-27 


Match length 


91 


% identity 


70 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 


Seq. No. 


209638 



28953 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-037-Q1-K1-F4 

BLASTX 

g3805845 

366 

4.0e-35 
94 
72 

(AL031986) 



putative protein [Arabidopsis thaliana] 



209639 

LIB3135-037-Q1-K1-F5 

BLASTX 

gl931647 

283 

3.0e-25 

71 

77 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

209640 

LIB3135-037-Q1-K1-F7 

BLASTX 

gll72873 

243 

1.0e-20 

84 

52 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_4 35619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

209641 

LIB3135-037-Q1-K1-F9 

BLASTX 

g3287832 

675 

3.0e-71 

136 

94 

(+) -DELTA-CADINENE SYNTHASE (D-CADINENE SYNTHASE) 
>gi_1843647 (U88318) {+) -delta-cadinene synthase [Gossypium 
hirsutum] 

209642 

LIB3135-037-Q1-K1-G1 

BLASTX 

gl703380 

225 

8.0e-19 

41 

100 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. 



209643 



28954 



Seq. ID LIB3135-037-Q1-K1-G12 

Method BLASTX 

NCBI GI gl!13941 

BLAST score 178 

E value 1.0e-13 

Match length 63 

% identity 59 

NCBI Description (U40713) Pv42p [Phaseolus vulgaris] 

Seq. No. 209644 

Seq. ID LIB3135-037-Q1-K1-G2 

Method BLASTX 

NCBI GI gl350720 

BLAST score 372 

E value 7.0e-36 

Match length 86 

% identity 79 

NCBI Description 60S RIBOSOMAL PROTEIN L32 
209645 

LIB3135-037-Q1-K1-G3 
BLASTX 
gl928981 

653 - . * 

1.0e-68 
138 
65 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

Seq. No. 209646 

Seq. ID LIB3135-037-Q1-K1-G4 

Method BLASTX 

NCBI GI g4337210 

BLAST score 189 

E value 3.0e-14 

Match length 85 

% identity 45 

NCBI Description (AC006403) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 209647 

Seq. ID LIB3135-037-Q1-K1-G5 

Method BLASTX 

NCBI GI g2829206 

BLAST score 207 

E value 1.0e-16 

Match length 91 

% identity 12 

NCBI Description (AF044205) proline-rich protein precursor [Gossypium 
hirsutum] 

Seq. No. 209648 

Seq. ID LIB3135-037-Q1-K1-G8 

Method BLASTX 

NCBI GI gl805359 

BLAST score 421 

E value 2.0e-41 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28955 



Match length 


119 


% identity 


61 


NCBI Description 


(AB000623) glucosyl transferase [Nicotiana tabacum] 


Seq. No. 


209649 


Seq. ID 


LIB3135-037-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl709498 


BLAST score 


527 


E value 


7.0e-54 




116 


% identity 


82 


NCBI Description 


OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 




>gi 1362001 pir S57524 osmotin precursor - Arabidopsis 




thaliana >gi_887390_emb_CAA61411__ (X89008) osmotin 




[Arabidopsis thaliana] 


Seq. No. 


209650 


Seq. ID 


LIB3135-037-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2829206 


BLAST score 


177 


E value 


6.0e-13 


Match length 


120 


% identity 


13 


NCBI Description 


(AF044205) proline-rich protein precursor [Gossypium 




hirsutum] 


Seq. No. 


209651 


Seq. ID 


LIB3135-037-Q1-K1-H5 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


152 


E value 


6.0e-80 


Match length 


446 


% identity 


19 


NCBI Description 


Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 




precursor (PRP) mRNA, complete cds 


Seq. No. 


209652 


Seq. ID 


LIB3135-038-Q1-K1-A1 


Method 


BLASTX 






BLAST score 


640 


E value 


4.0e-67 


Match length 


140 


% identity 


91 


NCBI Description 


(AF101423) ribosomal protein L12 [Cichorium intybus] 


Seq. No* 


209653 


Seq. ID 


LIB3135-038-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3426045 


BLAST score 


249 


E value 


2.0e-21 


Match length 


130 


% identity 


46 



28956 



# 



NCBI Description (AC005168) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209654 

LIB3135-038-Q1-K1-A11 

BLASTX 

gl076511 

587 

6.0e-61 

138 
83 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>giJ758250_emb_CAA59799_ (X85804) H ( + ) -transporting ATPase 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209655 

LIB3135-038-Q1-K1-A12 

BLASTX 

g2078298 

414 

9.0e-41 

94 

85 

(U97257) glyceraldehyde 3-phosphate dehydrogenase 
[Lycopersicon esculentum] 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209656 

LIB3135-038-Q1-K1-A3 

BLASTX 

g2827561 

376 

2.0e-36 

101 

70 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292809_emb_CAA19799_ (AL031018) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209657 

LIB3135-038-Q1-K1-A5 

BLASTX 

g3986695 

651 

2.0e-68 

140 

93 

(AF101423) ribosomal protein L12 



[Cichorium intybus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209658 

LIB3135-038-Q1-K1-A6 

BLASTX 

g2662375 

175 

7.0e-13 

90 
36 

(D89060) oligosaccharyltransf erase 



[Homo sapiens] 



28957 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209659 

LIB3135-038-Q1-K1-B1 

BLASTX 

g4176446 

182 

1.0e-13 

107 

33 

(AL022238) dJ1042K10 . 2 . 1 (novel protein with probable 
rabGAP domains and Src homology domain 3) (isoform 1) [Homo 
sapiens] 

209660 

LIB3135-038-Q1-K1-B12 

BLASTX 

g2493046 

441 

7.0e-44 

113 
75 

ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82297_pir A41740 H+-transporting ATP synthase (EC 

3.6.1.34) delta 1 chain precursor - sweet potato 

>gi 217938_dbj_BAA01511_ (D10660) mitochondrial Fl-ATPase 

delta subunit [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209661 

LIB3135-038-Q1-K1-B3 

BLASTX 

g2760837 

377 

3.0e-36 

144 

49 

(AC003105) putative cytochrome P450 [Arabidopsis thaliana] 
209662 

LIB3135-038-Q1-K1-B5 

BLASTX 

g320608 

586 

9.0e-61 

118 

27 

ubiquitin precursor - wild oat >gi_1598 9_emb_CAA4 9200_ 
(X69422) tetraubiquitin [Avena fatua] >gi_777758 (L41658) 
polyubiquitin [Saccharum sp.] 

209663 

LIB3135-038-Q1-K1-B6 

BLASTX 

g2497752 

277 

1.0e-24 

96 

57 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 



28958 



>gi_1321911_emb_CAA65475_ 
[Primus dulcis] 



(X96714) lipid transfer protein 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209664 

LIB3135-038-Q1-K1-B7 

BLASTX 

gl657948 

638 

7.0e-67 

144 

46 

(U73466) MipC [Mesembryanthemum crystallinum] 
209665 

LIB3135-038-Q1-K1-B8 

BLASTX 

g3915031 

651 

2.0e-68 

133 

96 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217 628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209666 

LIB3135-038-Q1-K1-C10 

BLASTX 

g3341678 

212 

4.0e-17 

51 
76 

(AC003672) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



209667 

LIB3135-038-Q1-K1-C12 

BLASTX 

gl888357 

371 

1.0e-35 

121 

60 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

209668 

LIB3135-038-Q1-K1-C3 

BLASTX 

g3738257 

392 

1.0e-40 

112 

80 



28959 



NCBI Description 



(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 



Sea No 


209669 


Seq. ID 


LIB3135-038-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


Q585241 




186 


d vaiuc 


7 . Oe-14 


LrlGl L-V^ll xciiy Lli 




o x ucii t — l uy 


47 


NTf^RT nocpri n1"l nn 

LN V^D X UCOUlipLlUll 


HT^TDNIF HI >rri 69Qfififi nir ^dSfifi? hi qrnnp HI - rnmarn 
nioxUiNHj nx /y x jyoo p±i 04 J u ut. hid luiic n x l, vjiuci l. ^ 




>gi 424100 (U03391) histone HI [Lycopersicon esculentuin 


Seq. No. 


209670 


Seq. ID 


LIB3135-038-Q1-K1-C8 




RT.ASTX 


LN^Dl VJX 


rr1 9^47^0 


DLirio i score 


1 d fi 


E value 




ixiaccn lenytn 


O :/ 


•5 luenticy 


DZ 


iNv^oj. uescription 


^ Ujju jo/ geriuin iikc protein Li^xvaJLJiciopsis T_naxj.a.iici j 


Seq. No. 


209671 


Seq. ID 


LIB3135-038-Q1-K1-D10 


ft/T z-\ ■*— Vi 


DLiriO 1 A. 


lNk_,.Dx ul 


g*t jIUjtj 


Diiiio i score 


z u y 


E value 


i • ue id 


TuT-^ +- i^i l^i 1 o r"i /*r 4- Vi 

lYiaT-cri isng Ln 




•5 laenLity 


"37 


LN J_> X L/CDLI ipLlUH 


fZ^f**nnfiQ9T ^ nn Vn r\wn DTrifoi ti r Hy , aV , ii Hnnc "i q fh^l i ana 1 

\ \J \J \J Z> ±. j U. i i JVi LKJVvll piULClll [ril aJJlUU^oXo Uii.ClXXCLlJ.CLJ 


Seq. No. 


209672 


Seq. ID 


LIB3135-038-Q1-K1-D2 


trie LI1UU. 


OXltiO 1 A. 


inv_>1j x yj± 


rrd Q^71 


DT JOT o oata 


1 

1 j j 


E value 


ft • ue x u 


iy.iar.cn xengun 


/ 4 


^ -Lctenuicy 


47 


WpRT T)ci cir'yi Tit* "i nn 


fZ\RnT7£Q"31 tranQfapf at* fWi pnf t ana fahapiitril 

^ r\ID KJ X / U y J j Ll Cll lO X CLO L. U/X [LNILU 1 LCLllCl UCliJCL O LULL j 


JC^t IN • 


^ U / »J 


Qp a TP) 


lilDJl JJ UjO l^-l- UO 


Method 


BLASTX 


NCBI GI 


g4193382 


BLAST score 


386 


E value 


2.0e-37 


Match length 


86 


% identity 


83 


NCBI Description 


(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 




>gi_41 93384 (AF083337) ribosomal protein S27 [Arabidops 




thaliana] 


Seq. No. 


209674 



28960 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



LIB3135-038-Q1-K1-D6 

BLASTX 

g2586083 

295 

1.0e-26 

151 

8 

(U72725) receptor kinase-like protein [Oryza 
longistaminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209675 

LIB3135-038-Q1-K1-D8 

BLASTN 

g3047317 

37 

8.0e-12 

53 

56 

Magnaporthe grisea strain Guy- 11 poly-ubiquitin {PUB4 ) 
mRNA, complete cds 

209676 

LIB3135-038-Q1-K1-D9 

BLASTX 

gl706547 

315 

1.0e-31 

99 

71 

GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE, BASIC VACUOLAR ISOFORM 

PRECURSOR { (l->3)-BETA-GLUCAN ENDOHYDROLASE) 

( (l->3) -BETA-GLUCANASE) (BETA-1, 3-ENDOGLUCANASE) 

>gi_2129912_pir S65077 beta-1, 3-glucanase class I 

precursor - Para rubber tree >gi_1184668 (U22147) 
beta-1, 3-glucanase [Hevea brasiliensis] 

209677 

LIB3135-038-Q1-K1-E1 

BLASTX 

gl263291 

421 

3.0e-43 

90 

97 

(U4 9452) alcohol dehydrogenase 2b [Gossypium hirsutum] 
209678 

LIB3135-038-Q1-K1-E12 

BLASTN 

g434989 

50 

2.0e-19 

78 

91 

O.berteriana mitochondrial trnC and trnN genes 



Seq. No. 



209679 



28961 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-038-Q1-K1-E2 

BLASTX 

gl352821 

230 

2.0e-19 

92 

58 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

209680 

LIB3135-038-Q1-K1-E4 

BLASTX 

g3135261 

217 

1.0e-17 

69 

62 

(AC003058) putative 18.5 KDa class I heat shock protein 
[Arabidopsis thaliana] 

209681 

LIB3135-038-Q1-K1-E6 

BLASTX 

g2829893 

204 

5.0e-16 

57 

74 

(AC002311) phosphoglucomutase [Arabidopsis thaliana] 
209682 

LIB3135-038-Q1-K1-F1 

BLASTN 

g!2292 

125 

7.0e-64 

215 

92 

Spinach chloroplast DNA homologous to ARS and ARC elements 
upstream of rDNA operon 

209683 

LIB3135-038-Q1-K1-F3 

BLASTX 

g2132171 

212 

4.0e-17 

93 

43 

hypothetical protein YPL063w - yeast (Saccharomyces 
cerevisiae) >gi_1079679 (U39205) similar to Caenorhabditis 
elegans CELF45E12_5 F45E12.1 gene product, encoded by 
GenBank Accession Number U29536 [Saccharomyces cerevisiae] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209684 

LIB3135-038-Q1-K1-F4 

BLASTX 

g3212862 

341 

3.0e-32 
72 
89 

(AC004005) 
thaliana] 



putative riboflavin synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209685 

LIB3135-038-Q1-K1-F5 

BLASTX 

g3738325 

202 

2.0e-16 

55 

71 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209686 

LIB3135-038-Q1-K1-F7 

BLASTX 

g3738325 

395 

2.0e-44 

135 
70 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 



Seq. No. 209687 

Seq. ID LIB3135-038-Q1-K1-G1 

Method BLASTX 

NCBI GI g629483 

BLAST score 233 

ES" value 2.0e-19 

Match length 82 

% identity 56 

NCBI Description gene 1-Sc3 protein - European white birch 

>gi 534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



209688 

LIB3135-038-Q1-K1-G3 

BLASTX 

g3242659 

572 

2.0e-59 

112 

94 

(AB015599) spermidine synthase [Coffea arabica] 



28963 



Seq. No. 


209689 


Seq. ID 


LIB3135-038-Q1-K1-G4 


Method 


BLASTX 




gj.3 y 0 O DO 


BLAST score 


183 


E value 


1.0e-13 


Match length 


44 


% identity 


64 


NCBI Description 


(Z69370) nitrite transporter 


Seq. No. 


209690 


Seq. ID 


LIB3135-038-Q1-K1-G5 


Method 


BLASTX 






BLAST score 


300 


E value 


3.0e-27 


Match length 


90 


% identity 


59 


NCBI Description 


(U95036) germin-like protein 


Seq. No. 


209691 


Seq. ID 


LIB3135-038-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3096930 


BLAST score 


147 


E value 


2.0e-09 


Match length 


94 


% identity 


46 


NCBI Description 


(AL023094) Homeodomain - like 




thaliana] 



- like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209692 

LIB3135-038-Q1-K1-H11 

BLASTX 

gl781348 

505 

3.0e-51 

102 

93 

(Y10380) homologous to plastidic aldolases 
tuberosum] 



[Solanum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209693 

LIB3135-038-Q1-K1-H2 

BLASTX 

g2980793 

206 

2.0e-16 

94 

40 

(AL022197) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



209694 

LIB3135-038-Q1-K1-H6 

BLASTX 

gll72874 

362 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



-34 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe- 
131 
57 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA01546_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 

209695 

LIB3135-039-Q1-K1-A11 

BLASTX 

g4337I75 

443 

5.0e-44 

126 
67 

(AC006416) 
gb_T04111 / 
gb_R90004, 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 



gb_AA720210 come from this gene. [Arabidopsis thaliana] 
209696 

LIB3135-039-Q1-K1-A2 

BLASTN 

g3108245 

106 

2.0e-52 

220 
87 

Gossypium barbadense clone pXP020 repetitive DNA sequence 
209697 

LIB3135-039-Q1-K1-A6 

BLASTX 

g4455359 

149 

1.0e-09 

52 

63 

(AL035524) putative protein [Arabidopsis thaliana] 
209698 

LIB3135-039-Q1-K1-A7 

BLASTX 

g2529665 

229 

5.0e-19 

60 
73 

(AC002535) 
thaliana] 



putative ribosomal protein L7A [Arabidopsis 



209699 

LIB3135-039-Q1-K1-A8 

BLASTX 

g!362009 
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BLAST score 


460 


E value 


6.0e-46 


Match length 


134 


% identity 


43 


NCBI Description 


ubiquitin-like 




protein 7 - Arabidopsis thaliana 



Seq. No. 


209700 


Seq. ID 


LIB3135-039-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl934730 


BLAST score 


350 


E value 


4.0e-33 


Match length 


90 


% identity 


72 


NCBI Description 


(U95036) germin-like protein [Arabidopsis thaliana] 


Seq. No. 


209701 


Seq. ID 


LIB3135-039-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2826786 


BLAST score 


292 


E value 


3.0e-26 


Match length 


94 


o iuciit.iL.y 


64 


NCBI Description 


(Y10905) RAPB protein [Oryza sativa] 


Seq. No. 


209702 


Seq. ID 


LIB3135-039-Q1-K1-B12 


Method 


BLASTN 


NCBI GI 


g2104680 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


68 




96 


NCBI Description 


V.faba mRNA for putative transciption factor (1556bp 


Seq. No. - 


209703 


Seq. ID 


LIB3135-039-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2995953 


BLAST score 


313 


E value 


9.0e-29 


Match length 


105 


% identity 


60 


NCBI Description 


(AF053565) glutaredoxin I [Mesembryanthemum crystall 


Seq. No. 


209704 


Seq. ID 


LIB3135-039-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2129915 


BLAST score 


188 


E value 


4.0e-14 


Match length 


76 


% identity 


50 


NCBI Description 


ferredoxin precursor - sweet orange 



>gi_1360725_emb_CAA87068_ (Z4 6944) non-photosynthetic 
ferredoxin [Citrus sinensis] 



28966 



Seq. No. 209705 

Seq. ID . LIB3135-039-Q1-K1-B8 

Method BLASTX 

NCBI GI g2244916 

BLAST score 259 

E value 2.0e-22 

Match length 141 

% identity 36 

NCBI Description (Z97339) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 209706 

Seq. ID LIB3135-039-Q1-K1-B9 

Method BLASTN 

NCBI GI g2656031 

BLAST score 54 

E value 2.0e-21 

Match length 130 

% identity 85 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209707 

LIB3135-039-Q1-K1-C10 

BLASTX 

g4185819 

192 

1.0e-14 

47 
68 

(AF116845) 
batatas] 



metallothionein-like type 1 protein [Ipomoea 



209708 

LIB3135-039-Q1-K1-C11 

BLASTX 

g2129726 

625 

2,0e-65 

149 

81 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi_514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi_4544370_gb_AAD22281.1_AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209709 

LIB3135-039-Q1-K1-C2 

BLASTX 

g3033375 

354 

1.0e-33 

143 

47 

(AC004238) 
thaliana] 



putative berberine bridge enzyme [Arabidopsis 



28967 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ^ 

E value 

Match length 

% identity 

NCBI Description 



209710 

LIB3135-039-Q1-K1-C6 

BLASTX 

g2286153 

625 

2.0e-65 

127 

98 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays J 
209711 

LIB3135-039-Q1-K1-D10 

BLASTX 

gll73256 

504 

4.0e-57 

120 

85 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 nbosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

209712 

LIB3135-039-Q1-K1-D12 

BLASTX 

g2129578 

193 

1.0e-14 

91 

53 

dTDP-glucose 4-6-dehydratases homolog - Arabxdopsis 
thaliana >gi_928932__emb_CAA8 9205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



209713 

LIB3135-039-Q1-K1-D3 

BLASTX 

g2440044 

582 

2.0e-60 
131 
8 6 

(AJ001293) major intrinsic protein PIPB [Craterostigma 
plantagineum] 

209714 

LIB3135-039-Q1-K1-D9 

BLASTX 

gl841966 

202 

1.0e-15 

143 

3 



28968 



NCBI Description (U65916) ankyrin [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209715 

LIB3135-039-Q1-K1-E11 

BLASTX 

g399213 

592 

2.0e-61 

151 
79 

ATP- DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

CD4B PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 (M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209716 

LIB3135-039-Q1-K1-E4 

BLASTX 

g2501353 

665 

5.0e-70 

150 
88 

TRANSKETOLASE, CHLOROPLAST <TK) >gi_1084440_pir S54300 

transketolase (EC 2.2.1.1) 3 - Craterostigma plantagineum 

(fragment) >gi_664 901_emb_CAA8 6607_ (Z4 664 6) transketolase 

[Craterostigma plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209717 

LIB3135-039-Q1-K1-F1 

BLASTX 

g2650633 

122 

7.0e-10 

110 

38 

(AE001105) 3-hydroxyacyl-CoA dehydrogenase (hbd-1) 
[Archaeoglobus fulgidus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209718 

LIB3135-039-Q1-K1-F10 

BLASTX 

g4262154 

546 

4.0e-56 

141 

78 

(AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



209719 

LIB3135-039-Q1-K1-F12 

BLASTN 

g3821780 

36 

1.0e-10 

47 
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% identity 


49 


NCBI Description 


Xenopus laevis cDNA clone 


Seq. No. 


209720 


Seq. ID 


LIB3135-039-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4580523 


BLAST score 


229 


E value 


3.0e-19 


Match length 


95 


% identity 


54 


NCBI Description 


(AF036305) scarecrow-like 


Seq. No. 


209721 


Seq. ID 


LIB3135-039-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2501353 


BLAST score 


387 


E value 


1.0e-37 


Match length 


110 


% identity 


70 


NCBI Description 


TRANSKETOLASE , CHLOROPLAST 




transketolase (EC 2.2.1.1) 




( fragment ) >gi_6 64 90 l_emb__ 




[Craterostigma plantagineui 


Seq. No. 


209722 


Seq. ID 


LIB3135-039-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3287855 


BLAST score 


295 


E value 


9.0e-27 


Match length 


92 


% identity 


59 



8 [Arabidopsis thaliana] 



3 - Craterostigma plantagineum 



NCBI Description 



3-HYDROXYBUTYRYL-COA DEHYDROGENASE ( BETA-HYDROXYBUT YRYL-COA 
DEHYDROGENASE) (BHBD) >gi_1667355_emb_CAB04792_ (Z82038) 
3-hydroxybutyryl coenzyme A dehydrogenase 
[Thermoanaerobacterium thermosaccharolyticum] 
>gi_1903331_emb_CAB07499_ (Z92974) 3-hydroxybutyryl 
coenzyme A dehydrogenase [Thermoanaerobacterium 
thermosaccharolyticum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209723 

LIB3135-039-Q1-K1-F8 

BLASTX 

gl346524 

377 

3.0e-36 

77 

94 

S -ADENOS YLME T H I ON I NE SYNTHETASE (METHIONINE 
ADENOS YLTRANS FERASE ) (ADOMET SYNTHETASE) >gi_4 97 900 
(M73430) S-adenosyl methionine synthetase [Populus 
deltoides] 



Seq. No. 
Seq. ID 



209724 

LIB3135-039-Q1-K1-G9 
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* 



Method 

NCBI GI 

B£AST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3875304 

485 

7.0e-49 

131 

66 

(Z74030) predicted using Genefinder; cDNA EST EMBL:C07609 
comes from this gene; cDNA EST EMBL:C09023 comes from this 
gene; cDNA EST yk505e9.3 comes from this gene; cDNA EST 
yk489h9.3 comes from this gene; cDNA EST yk48 9h9.5 com 

209725 

LIB3135-039-Q1-K1-H10 

BLASTX 

g2911807 

452 

4.0e-45 

111 

84 

(AF009568) ^-pyrophosphatase [Gossypium hirsutum] 
209726 

LIB3135-039-Q1-K1-H2 

BLASTX 

g4432835 

390 

8.0e-38 

125 

54 

(AC006283) unknown protein [Arabidopsis thaliana] 
209727 

LIB3135-039-Q1-K1-H6 

BLASTX 

g629483 

333 

4.0e-31 

125 

55 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet 

pendula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



v 1-Sc3 [Betula 



209728 

LIB3135-039-Q1-K1-H9 

BLASTX 

g2621324 

200 

2.0e-15 

127 

37 

(AE000813) conserved protein [Methanobacterium 
thermoautotrophicum] 

209729 

LIB3135-040-Q1-K1-A1 
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CI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

$3687251 

208 

9.0e-17 

48 
75 

(AC005169) unknown protein [Arabidopsis thaliana] 
209730 

LIB3135-040-Q1-K1-A10 

BLASTX 

g529353 

236 

1.0e-19 
120 

(U12757) diphenol oxidase [Acer pseudoplatanus] 
209731 

LIB3135-040-Q1-K1-A3 

BLASTX 

g2190992 

283 

2.0e-25 
97 
59 

(AF004358) 
tauschii] 



glutathione S-transferase TSI-1 [Aegilops 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209732 

LIB3135-040-Q1-K1-A6 

BLASTX 

gl865721 

488 

3.0e-49 

106 

81 

(Y08067) mitochondrial single-subunit DNA-dependent RNA 
polymerase [Chenopodium album] 

209733 

LIB3135-040-Q1-K1-A8 

BLASTX 

gl706547 

314 

5.0e-29 

77 

79 

GLUCAN ENDO-l,3-BETA-GLUCOSIDASE, BASIC VACUOLAR ISOFORM 

PRECURSOR ( (l->3)-BETA-GLUCAN ENDOHYDROLASE) 

( (l->3) -BETA-GLUCANASE) ( BETA- 1 , 3-ENDOGLUCANASE) 

>gi_2129912_pir S65077 beta-1, 3-glucanase class I 

precursor - Para rubber tree >gi_1184668 (U22147) 
beta-1, 3-glucanase [Hevea brasiliensis] 



Seq. No. 
Seq. ID 



209734 

LIB3135-040-Q1-K1-B3 



28972 





If 




Method 


BLASTX 




NCBI GI 


g480618 




BLAST score 


527 




E value 


7.0e-54 




Match length 


106 




% identity 


92 




NCBI Description 


ATAF1 protein 


- Arabidopsis thaliana (fragment) 



>gi_1345506_emb_CAA52771_ (X74755) 
thaliana] 



ATAF1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209735 

LIB3135-040-Q1-K1-B4 

BLASTX 

g2244979 

340 

3.0e-32 

102 

66 

(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

"Method 
NCBI GI 



209736 

LIB3135-040-Q1-K1-B5 

BLASTX 

g!420887 



BLAST score 


140 


E value 


7.0e-09 


Match length 


74 


% identity 


49 


NCBI Description 


(U34334) non-specific lipid transfer-like protein 




[Phaseolus vulgaris] 


Seq. No. 


209737 


Seq. ID 


LIB3135-040-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4375834 


BLAST score 


233 


E value 


2.0e-19 


Match length 


109 


% identity 


48 


NCBI Description 


(AL021713) putative protein [Arabidopsis thaliana] 


Seq. No. 


209738 


Seq. ID 


LIB3135-040-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gll73055 


BLAST score 


322 


E value 


3.0e-30 


Match length 


82 


% identity 


87 


NCBI Description 


60S RIBOSOMAL PROTEIN Lll (L5) >gi 541961_pir S424 



ribosomal protein Lll.e - alfalfa >gi_1076504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 



Seq. No. 
Seq. ID 



209739 

LIB3135-040-Q1-K1-C10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX " 

g4262250 

530 

2.0e-54 

116 

86 

(AC006200) 



putative aldolase [Arabidopsis thaliana] 



209740 

LIB3135-040-Q1-K1-C11 

BLASTX 

g629597 

273 

3.0e-24 

63 

76 

proline-rich protein - rape >gi__545029_bbs_142669 (S68113) 
proline-rich SAC51 [Brassica napus=oilseed rape, pods, 
Peptide, 147 aa] [Brassica napus] 

209741 

LIB3135-040-Q1-K1-C12 

BLASTX 

g4006957 

292 

2.0e-26 

99 

59 

(AJ006910) pollen allergen Betvl, isoform at45 [Betula 
pendula] 



Seq. No. 


209742 


Seq. ID 


LIB3135-040-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4336205 


BLAST score 


295 


E value 


1.0e-26 


Match length 


136 


% identity 


46 


NCBI Description 


(AF077372) cytochrome b5 reductase [Zea mays] 


Seq. No. 


209743 


Seq. ID 


LIB3135-040-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3172025 


BLAST score 


173 


E value 


8.0e-16 


Match length 


61 


% identity 


77 


NCBI Description 


(AB005805) aldehyde oxidase [Arabidopsis thaliana] 


Seq. No. 


209744 


Seq. ID 


LIB3135-040-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2829894 


BLAST score 


308 


E value 


3.0e-28 
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# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
72 

(AC002311) Unknown protein [Arabidopsis thaliana] 
209745 

LIB3135-040-Q1-K1-C5 

BLASTX 

g2706544 

666 

4.0e-70 

146 

87 

(Y15899) Sigl [Sinapis alba] 
209746 

LIB3135-040-Q1-K1-C6 

BLASTX 

g3560228 

148 

2.0e-09 

66 

44 

(AL031530) putative nadh- cytochrome b5 reductase 
[Schizosaccharomyces pombe] 

209747 

LIB3135-040-Q1-K1-D1 

BLASTX 

gl279654 

459 

6.0e-46 

128 

70 

(X97351) peroxidase [Populus balsamifera subsp. 
trichocarpa] 



Seq. No. 


209748 


Seq. ID 


LIB3135-040- 


Method 


BLASTX 


NCBI GI 


g3282092 


BLAST score 


154 


E value 


3.0e-10 


Match length 


102 


% identity 


37 


NCBI Description 


(AJ007446) 


Seq. No. 


209749 


Seq. ID 


LIB3135-040 


Method 


BLASTX 


NCBI GI 


g2982432 


BLAST score 


330 


E value 


9.0e-31 


Match length 


76 


% identity 


79 


NCBI Description 


(AL022224) 


Seq. No. 


209750 



hypothetical protein [Thermotoga neapolitana] 



28975 



Seq. ID LIB3135-040-Q1-K1-D4 

Method BLASTX 

NCBI GI g730456 

BLAST score 430 

E value 7.0e-49 

Match length 128 

% identity 74 

NCBI Description 40S RIBOSOMAL PROTEIN S19 

Seq. No. 209751 

Seq. ID LIB3135-040-Q1-K1-D5 

Method BLASTX 

NCBI GI g2570203 

BLAST score 278 

E value 7.0e-25 

Match length 109 

% identity 56 

NCBI Description (U59235) unknown [Synechococcus PCC7942] 




Seq. No. 209752 

Seq. ID LIB3135-040-Q1-K1-D8 

Method BLASTX 

NCBI GI g3047117 

BLAST score 553 

E value 4.0e-57 

Match length 111 

% identity 93 

NCBI Description (AF058919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 

Seq. No. 209753 

Seq. ID LIB3135-040-Q1-K1-E11 

Method BLASTX 

NCBI GI g2648032 

BLAST score 333 

E value 4.0e-31 

Match length 143 

% identity 51 

NCBI Description (AJ001374) alpha-glucosidase [Solanum tuberosum] 

Seq. No. 209754 

Seq. ID LIB3135-040-Q1-K1-E12 

Method BLASTN 

NCBI GI g2829205 

BLAST score 40 

E value 3.0e-13 

Match length 203 

% identity 34 t 

NCBI Description Gossypium hirsutum cultivar Siokra 1-2 prolme-ricn 
precursor (PRP) mRNA, complete cds 



Seq. No. 209755 

Seq. ID LIB3135-040-Q1-K1-E2 

Method BLASTX 

NCBI GI g2894598 

BLAST score • 319 

E value 2.0e-29 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149 
54 

(AL021889) putative protein [Arabidopsis thaliana] 
209756 

LIB3135-040-Q1-K1-E3 

BLASTX 

gll4682 

145 

3.0e-09 

36 

81 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >giJL 68270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 

209757 

LIB3135-04 0-Q1-K1-E4 
BLASTX 

g3924596 r 
172 

2.0e-12 

68 

56 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 

209758 

LIB3135-040-Q1-K1-E8 

BLASTX 

g2501025 

314 

7.0e-29 

101 

54 

LYSYL-TRNA SYNTHETASE (LYSINE — TRNA LIGASE) (LYSRS) 
>gi_1147585_emb_CAA64223_ (X94451) Lysyl-tRNA synthetase 
[Lycopersicon esculentum] 

209759 

LIB3135-040-Q1-K1-F1 

BLASTX 

gll99467 

308 

2.0e-28 

103 

53 

(D64155) possible aldehyde decarbonylase [Arabidopsis 
thaliana] 

209760 

LIB3135-040-Q1-K1-F10 

BLASTX 

g!710077 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



534 

1.0e-54 

131 

74 

PEROXIREDOXIN (REHYDRIN HOMOLOG) (B15C) 

>gi 2130029 pir S60285 B15C protein - barley 

>gi~471321_emb_CAA54066_ (X76605) HvB15C [Hordeum vulgare] 
>gi~1694833_emb_CAA65387_ (X96551) peroxiredoxin [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209761 

LIB3135-040-Q1-K1-F12 

BLASTX 

g2829863 

379 

1.0e-36 

115 
62 

(AC002396) Putative peroxidase [Arabidopsis thalxana] 
209762 

LIB3135-040-Q1-K1-F2 

BLASTX 

g548774 

323 

5.0e-30 

83 

75 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209763 

LIB3135-040-Q1-K1-F8 

BLASTX 

g3033400 

589 

3.0e-61 
127 
89 

(AC004238) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209764 

LIB3135-040-Q1-K1-G1 

BLASTX 

g3927825 

603 

6.0e-63 

117 

96 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



209765 

LIB3135-040-Q1-K1-G10 
BLASTX 
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c • 



NCBI GI 


g4 J fbZijj 


BLAST score 


339 


E value 


8.0e-32 


Match length 


1 A A 

140 


% identity 


45 


NCBI Description 


(U35226) putative cytochrome P-450 [Nicotiana 




plumbaginif olia] 


Seq. No. 


A a a t /~ /*■ 

209766 


Seq. ID 


T TD01 n >T H A1 VI pi •! 


Method 


Fit t\ ^ 

BLASTX 


NCBI GI 


g2245128 


BLAST score 


421 


E value 


A A ^ /I 1 

2 . 0e-4l 


Match length 


113 


% identity 


68 


NCBI Description 


(Z97344) peroxidase [Arabidopsis thaliana] 


Seq. No. 


209767 


Seq. ID 


LIBJ1OO-U40-Q1-K1-G12 


Method 


nr Tip mv 

BLA6TX 


NCBI GI 


g2829863 


BLAST score 


297 


E value 


6. Oe-27 


Match length 


113 


% identity 


55 


NCBI Description 


(ACQ02396) Putative peroxidase [Arabidopsis thaliana] 


Seq. No. 


209768 


Seq. ID 


LIB3135-040-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2597826 


BLAST score 


595 


E value 


8 . Oe-62 


Match length 


144 


% identity 


76 


NCBI Description 


(Y14590) class IV chitmase [Arabidopsis thaliana] 


Seq. No. 


r\ s\ s\ r—i /- r\ 

209769 


Seq. ID 


LIB3135-040-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2oll578 


BLAST score 


160 


E value 


4.0e-14 


Match length 


99 


% identity 


49 


NCBI Description 


(Y13178) multicatalytic endopeptidase [Arabidopsis 




thaliana] 


Seq. No. 


209770 


Seq. ID 


LIB3135-040-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2493494 


BLAST score 


366 


E value 


5.0e-35 


Match length 


85 


% identity 


80 
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NCBI Description SERINE CARBOXYPEPT I DASE II-2 PRECURSOR (CP-MII.2) 

>gi_619351_bbs_153537 CP-MI I . 2=serine carboxypeptxdase 
[Hordeum vulgare=barley, cv. Alexis, aleurone, Peptide, 436 
aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209771 

LIB3135-040-Q1-K1-H10 

BLASTX 

gl!71577 

600 

2.0e-62 

140 

77 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
209772 

LIB3135-040-Q1-K1-H11 

BLASTX 

g2267567 

389 

7.0e-38 

87 

85 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

209773 

LIB3135-040-Q1-K1-H12 

BLASTX 

g2642638 

394 

2.0e-38 
94 

81 . 
(AF032472) ADP-glucose pyrophosphorylase large subunit 1 
[Citrullus lanatus] 



Seq. No. 209774 

Seq. ID LIB3135-040-Q1-K1-H4 

Method BLASTX 

NCBI GI g3176681 

BLAST score 161 

E value 4 . 0e-ll 

Match length 96 

% identity 42 

NCBI Description (AC003671) F1707.ll [Arabidopsis thaliana] 

Seq. No. 209775 

Seq. ID LIB3135-040-Q1-K1-H5 

Method BLASTX 

NCBI GI g4539292 

BLAST score 409 

E value 3.0e-40 

Match length 87 

% identity 85 

NCBI Description (AL0494B0) putative ribosomal protein S10 [Arabidopsis 



28980 



tha liana] 



Seq, No. 209776 

Seq. ID LIB3135-040-Q1-K1-H6 

Method BLASTX 

NCBI GI g3915847 

BLAST score 259 

E value 1.0e-22 

Match length 64 

% identity 75 

NCBI Description 40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No. 


209777 


Seq. ID 


LIB3135-040-Q1-K1-H7 


Method 


nr TV O T 1 V 


NCBI GI 


-_0 QO C A Cfl 

gzy.3o4ou 


BLAST score 


loo 


E value 


c A 

o . ue~i 4 


Match length 


JO 


% identity 


3 J 


NCBI Description 


lr\r U4o OZ^i J nXStQIlc IliD l i Id _L U. o uuulco Lxua j 


Seq. No. 


209778 


Seq. ID 


LIB3135-040-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2760334 


BLAST score 


403 


E value 


2.0e-39 


Match length 


91 


% identity 


78 


NCBI Description 


(AC002130) F1N21.5 [Arabidopsis thaliana] 


Seq. No. 


209779 


Seq. ID 


LIB3135-041-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3882211 


BLAST score 


154 


E value 


2.0e-20 


Match length 


123 


% identity 


50 


NCBI Description 


(AB018288) KIAA0745 protein [Homo sapiens 



209780 

LIB3135-041-Q1-K1-A12 

BLASTX 

g421929 

507 

1.0e-51 

109 
14 

ubiquitin - tomato >gi_312160_emb_CAA51679_ (X73156) 
ubiquitin [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 209781 

Seq. ID LIB3135-041-Q1-K1-A4 

Method BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g602076 
582 

2.0e-60 

129 

20 

(X77456) pentameric polyubiquitin [Nicotiana tabacum] 
209782 

LIB3135-041-Q1-K1-A5 

BLASTN 

gl2614 

165 

9.0e-88 

243 
93 

L.esculentum genes for tRNA Asn and tRNA Tyr 
209783 

LIB3135-041-Q1-K1-A8 

BLASTX 

g3885328 

160 

4.0e-ll 

48 

60 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



209784 

LIB3135-041-Q1-K1-B1 

BLASTX 

gl24226 

160 

3.0e-ll 

35 
91 

INITIATION FACTOR 5A-2 
>gi_100278_pir S21059 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(EIF-5A) (EIF-4D) 
translation initiation factor 
eIF-5A.2 - curled-leaved tobacco >gi_19702_emb_CAA45104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbaginifolia] 

209785 

LIB3135-041-Q1-K1-B12 

BLASTX 

g3152660 

188 

4.0e-14 

106 
34 

(AF064603) GA17 protein [Homo sapiens] 
209786 

LIB3135-041-Q1-K1-B3 

BLASTX 

g4567215 

400 
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E value 


5.0e-39 


Match length 


124 


% identity 


64 


NCBI Description 


(AC007113) putative presenilin [Arabidopsis thai 


Seq. No. 


209787 


Seq. ID 


LIB3135-041-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3493172 


BLAST score 


587 


E value 


4.0e-61 


Match length 


118 


% identity 


65 


NCBI Description 


(U89609) fiber annexin [Gossypium hirsutum] 


Seq. No. 


209788 


Seq. ID 


LIB3135-041-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2827143 


BLAST score 


439 


E value 


1.0e-43 


Match length 


86 


% identity 


91 


NCBI Description 


(AF027174) cellulose synthase catalytic subunit 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209789 

LIB3135-041-Q1-K1-C10 

BLASTX 

g2492860 

321 

5.0e-30 

86 

74 

GLUTAMATE-1- SEMI ALDEHYDE 2, 1-AMINOMUTASE 2 PRECURSOR (GSA 
2) ( GLUTAMATE-1 -SEMIALDEHYDE AMINOTRANSFERASE 2) (GSA-AT 2) 
>gi_4 98914 (U10278) glutamate-l-semialdehyde 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209790 

LIB3135-041-Q1-K1-C11 

BLASTX 

gl!72817 

486 

5.0e-49 

113 

84 

60S RIBOSOMAL PROTEIN L11B (L16B) >gi_550547_emb_CAA57396_ 
(X81800) ribosomal protein LI 6 [Arabidopsis thaliana] 
>gi_4539392_emb_CAB37458.1_ (AL035526) ribosomal protein 
Lll, cytosolic [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



209791 

LIB3135-041-Q1-K1-C12 

BLASTX 

g3342798 

469 



28983 



E value 
Match length 
% identity 
NCBI Description 



4.0e-47 

128 
66 

(AF061240) glutamine 
papaya] 



cyclotransf erase 



precursor [Carica 



Seq. No. 209792 

Seq. ID LIB3135-041-Q1-K1-C2 

Method BLASTX 

NCBI GI g4335751 

BLAST score 541 

E value 1.0e-55 

Match length 122 

% identity 80 

NCBI Description (AC006284) putative methyltransf erase [Arabidopsrs 
thaliana] 

Seq. No. 209793 

Seq. ID LIB3135-041-Q1-K1-C5 

Method BLASTX 

NCBI GI g2832359 

BLAST score 161 

E value 4.0e-ll 

Match length 94 

% identity 43 

NCBI Description (Y14072) HMG protein [Arabidopsis thaliana] 
209794 

LIB3135-041-Q1-K1-C8 
BLASTX 
gl632822 
342 

3.0e-32 
107 
67 

(Y08962) transmembrane protein [Oryza sativa] >gi_1667594 
(U77297) transmembrane protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 209795 

Seq. ID LIB3135-041-Q1-K1-C9 

Method BLASTX 

NCBI GI g2970051 

BLAST score 352 

E value 2.0e-33 

Match length 106 

% identity 64 

NCBI Description (AB012110) ARG10 [Vigna radiata] 

Seq. No. 209796 

Seq. ID LIB3135-041-Q1-K1-D1 

Method BLASTX 

NCBI GI g4530585 

BLAST score 354 

E value 1.0e-33 

Match length 85 

% identity 73 

NCBI Description (AF130978) B12D protein [Ipomoea batatas] 



28984 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209797 

LIB3135-041-Q1-K1-D10 

BLASTX 

g3885334 

539 

3.0e-55 

141 

75 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

209798 

LIB3135-041-Q1-K1-D12 

BLASTX 

g2213558 

244 

1.0e-20 

115 

44 

(Z97052) hypothetical protein [Schizosaccharomyces pombe] 
209799 

LIB3135-041-Q1-K1-D5 

BLASTX 

g3043428 

524 

2.0e-53 
111 

87 ... 
(AJ005346) 40S ribosomal protein S5 [Cicer arietmum] 

209800 

LIB3135-041-Q1-K1-D7 

BLASTX 

g2459417 

246 

3.0e-34 

112 

65 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209801 

LIB3135-041-Q1-K1-D8 

BLASTX 

g99583 

155 

2.0e-10 

100 

42 

seed-specific protein - prince's feather 

>gi 423770_pir A47185 storage protein isoform AmAl, 35K 

prince's feather >gi_15999_emb__CAA77664_ (Z11577) seed 
specific protein of balanced nutritional quality 
[Amaranthus hypochondriacus] 



28985 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209802 

LIB3135-041-Q1-K1-D9 

BLASTX 

g4006848 

272 

3.0e-24 

97 
54 

(AJ131433) selenocysteine methyltransf erase [Astragalus 
bisulcatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209803 

LIB3135-041-Q1-K1-E10 

BLASTX 

g4522004 

157 

1.0e-10 

42 

69 

(AC007069) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209804 

LIB3135-041-Q1-K1-E5 

BLASTN 

g4545261 

41 

1.0e-13 

143 

86 

Gossypium hirsutum metallothionein-like protein mRNA, 
complete cds 



Seq. No. 


209805 


Seq. ID 


LIB3135-041-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3776021 


BLAST score 


588 


E value 


4.0e-61 


Match length 


119 


% identity 


97 


NCBI Description 


(AJ010472) RNA helicase [Arabidopsis 


Seq. No. 


209806 


Seq. ID 


LIB3135-041-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g404467 


BLAST score 


207 


E value 


7.0e-20 


Match length 


77 


% identity 


73 


NCBI Description 


(S64499) H4 histone [Styela plicata, 




aa] [Styela plicata] 


Seq. No. 


209807 


Seq. ID 


LIB3135-041-Q1-K1-E8 


Method 


BLASTX 



sperm, Peptide, 103 



28986 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3068704 
228 

4.0e-19 

84 

29 

(AF049236) unknown [Arabidopsis thaliana] 
209808 

LIB3135-041-Q1-K1-E9 

BLASTX 

g2244847 

610 

1.0e-63 

133 
88 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

209809 

LIB3135-041-Q1-K1-F12 

BLASTX 

g2499328 

400 

5.0e-39 

80 

93 

NADH- UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 
(COMPLEX I-20KD) (CI-20KD) >gi_1235607_emb__CAA65451 . 1_ 
(X96671) NADH-ubiquinone oxidoreductase [Solanum tuberosum] 

209810 

LIB3135-041-Q1-K1-F2 

BLASTX 

gl076531 

524 

1.0e-53 

102 

88 

hypothetical protein, pollen allergen homolog - garden pea 

>gi 2129891 pir S65056 pollen allergen homolog precursor 

(clone PPAlJ - garden pea >gi_732905__emb__CAA59470_ (X85187) 
homology with pollen allergens [Pisum sativum] 

209811 

LIB3135-041-Q1-K1-F4 

BLASTX 

gl353352 

375 

4.0e-36 

103 

70 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 
Method 



209812 

LIB3135-041-Q1-K1-F5 
BLASTX 
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w 


V 


NCBI GI 


gil^o / 4o 




oiiAbi score 


•sen 




E value 


J . Ue-jo 




IXiaXCIl icily Lll 


119 




% identity 


54 




NCBI Description 


(AB013447) 


aluminum- induced [Brassica napus] 



beq. no. 




beq. iu 


t t'd'Si "3^_n/] 1 — rn — tti — tpq 


Method 


DT 71 OTY 
biuAb 1 A 




goUo yooo 


esj_iH.o i score 


1 cc 


E value 


1 fi/a 1 O 

j. . ue-i u 


Match length 


68 


% identity 


49 


NCBI Description 


(AF059505) exopolygalacturonase [Yersinia enterocolit 


beq. NO, 




Seq. ID 


LIB3135-041-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3548818 


BLAST score 


551 


E value 


o . ue-o / 




1 91 


% identity 


86 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thaliana] 


Seq, No. 


209815 


Seq. ID 


LIB3135-041-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


gll70747 


BLAST score 


291 


E value 


2.0e-26 


Match length 


59 


% identity 


100 


NCBI Description 


LATE EMBRYOGENES I S ABUNDANT PROTEIN LEA5-A >gi 167345 



(M88324) late embryogenes is -abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis- abundant protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209816 

LIB3135-041-Q1-K1-G2 

BLASTX 

g3023857 

459 

6.0e-46 

100 

87 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 

PROTEIN >gi_62 9591_pir S48839 guanine nucleotide 

regulatory protein - rape >gi_563335_emb_CAA83924_ (Z33643) 
guanine nucleotide regulatory protein [Brassica napus] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



209817 

LIB3135-041-Q1-K1-G3 

BLASTX 

g20683 



28988 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149 

4.0e-10 

65 

57 

(X54357) 289 aa peptide [Pisum sativum] 
209818 

LIB3135-041-Q1-K1-G8 

BLASTX 

gl928981 

639 

5.0e-67 

144 

88 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209819 

LIB3135-041-Q1-K1-H10 

BLASTX 

gl297359 

413 

2.0e-40 

79 

99 

(U53701) alcohol dehydrogenase 2d [Gossypium hirsutum] 
209820 

LIB3135-041-Q1-K1-H11 

BLASTX 

g4456760 

403 

2.0e-39 

89 

73 

(AJ000692) osmotin-like protein [Quercus suber] 
209821 

LIB3135-041-Q1-K1-H3 

BLASTX 

g2924776 

254 

5.0e-22 

61 

80 

(AC002334) hypothetical protein [Arabidopsis thaliana] 
209822 

LIB3135-042-Q1-K1-A11 

BLASTX 

g2781357 

283 

2.0e-25 

103 

55 

(AC003113) F2401.13 [Arabidopsis thaliana] 



28989 



Sea. No. 


209823 


Seq. ID 


LIB3135-042-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl370180 


BLAST score 


481 


d va±uc 


1.0e-48 


Matrh lenath 

i id l. V-'I i xciiy til 


113 


x> _l uciii — l ^— _y 


88 


NCBI Description 


(Z73939) RAB5B [Lotus japonicus] 


O ~ ^ • IN \J • 


209824 


Seq. ID 


LIB3135-042-Q1-K1-A8 




BLASTX 


NCBI GI 


gll99772 


BLAST score 


239 


E value 


4.0e-20 


Match length 


122 


% identity 


46 


NCBI Description 


(D83226) extensin like protein | 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Populus nigra] 
209825 

LIB3135-042-Q1-K1-A9 

BLASTX 

g2130521 

263 

4.0e-23 
63 
75 

(U31565) 
sativum] 



extensin like protein 



reversibly glycosylatable polypeptide [Pisum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209826 

LIB3135-042-Q1-K1-B1 

BLASTX 

g2352931 

182 

3.0e-16 
114 
46 

(AF012867) 
crispum] 



cytosolic chorismate mutase 2 [Petroselinum 



209827 

LIB3135-042-Q1-K1-B12 

BLASTX 

g2497953 

365 

7.0e-35 

119 

64 

MOLYBDOPTERIN BIOSYNTHESIS CNX1 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_4469123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 



28990 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209828 

LIB3135-042-Q1-K1-B2 

BLASTX 

g3434975 

241 

2.0e-20 

83 

52 

(AB008107) ethylene responsive element binding factor 5 
[Arabidopsis thaliana] 



Seq. No. 209829 

Seq. ID LIB3135-042-Q1-K1-B8 

Method BLASTX 

NCBI GI gl841870 

BLAST score 329 

E value 1.0e-30 

Match length 87 

% identity 75 

NCBI Description (U87222) elongation factor 1-beta [Pimpinella brachycarpa] 

Seq. No. 209830 

Seq. ID LIB3135-042-Q1-K1-B9 

Method BLASTX 

NCBI GI g232031 

BLAST score 168 

E value 3.0e-12 

Match length 78 

% identity 49 

NCBI Description ELONGATION FACTOR 1 BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta 1 chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 

Seq. No. 209831 

Seq. ID LIB3135-042-Q1-K1-C2 

Method BLASTX 

NCBI GI gll!0502 

BLAST score 237 

E value 6.0e-29 

Match length 131 

% identity 4 9 

NCBI Description (U40387) coil protein [Medicago sativa] 

Seq. No. 209832 

Seq. ID LIB3135-042-Q1-K1-C3 

Method BLASTX 

NCBI GI g2388575 

BLAST score 236 

E value 9.0e-20 

Match length 126 

% identity 40 

NCBI Description (AC000098) YUP8H12.18 [Arabidopsis thaliana] 

Seq. No. 209833 

Seq. ID LIB3135-042-Q1-K1-C4 



28991 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

g3157920 

207 

2.0e-16 

87 

47 

(AC002131) F12F1.6 [Arabidopsis thaliana] 
209834 

LIB3135-042-Q1-K1-C5 

BLASTX 

g2894599 

394 

3.0e-38 

143 

64 

(AL021889) putative protein [Arabidopsis thaliana] 
209835 

LIB3135-042-Q1-K1-C6 

BLASTX 

gl346155 

446 

9.0e-65 

131 

94 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 

209836 

LIB3135-042-Q1-K1-D10 

BLASTX 

g3128220 

187 

5.0e-14 

87 

47 

(AC004077) putative urease accessory protein [Arabidopsis 
thaliana] >gi_3337375 (AC004481) putative urease accessory 
protein [Arabidopsis thaliana] 

209837 

LIB3135-042-Q1-K1-D11 

BLASTX 

g2213783 

228 

6.0e-19 

103 

49 

(U89256) Pti5 [Lycopersicon esculentum] 
209838 

LIB3135-042-Q1-K1-D4 



28992 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BfASTX 

g4455207 

428 

3.0e-42 

91 

90 

(AL035440) ubi qui tin- like protein [Arabidopsis thaliana] 
209839 

LIB3135-042-Q1-K1-D5 

BLASTX 

g2497953 

408 

7.0e-57 

137 

82 

MOLYBDOPTERIN BIOSYNTHESIS CNX1 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_4469123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 

209840 

LIB3135-042-Q1-K1-E1 

BLASTX 

g3860277 

503 

4.0e-53 

140 

81 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

209841 

LIB3135-042-Q1-K1-E11 

BLASTX 

g4205741 

582 

3.0e-60 

136 

78 

(AF034566) class I chitinase [Gossypium hirsutum] 
209842 

LIB3135-042-Q1-K1-E2 

BLASTX 

g687677 

216 

2.0e-17 

65 
56 

(U19925) unknown [Arabidopsis thaliana] 
209843 

LIB3135-042-Q1-K1-E3 
BLASTX 



28993 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g480618 
221 

2.0e-18 

69 
65 

ATAF1 protein - Arabidopsis thaliana (fragment) 
>gi_1345506_emb_CAA52771_ (X74755) ATAF1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209844 

LIB3135-042-Q1-K1-E4 

BLASTX 

g3287681 

465 

1.0e-46 

146 

66 

(AC003979) ESTs gb_Z34075, gb_Z34835 and gb_AA404888 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209845 

LIB3135-042-Q1-K1-E5 

BLASTN 

g4205740 

46 

4.0e-17 

110 

87 

Gossypium hirsutum class I chitinase mRNA, partial cds 



209846 

LIB3135-042-Q1-K1-E6 

BLASTX 

g2130052 

309 

2.0e-34 

107 

67 

xylose isomerase (EC 5.3, 
>gi_l 29680 9_emb_CAA6 4 5 4 5_ 
[Hordeum vulgare] 



1.5) - barley 
(X95257) xylose isomerase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209847 

LIB3135-042-Q1-K1-E8 

BLASTN 

g2924651 

42 

2.0e-14 

62 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



209848 

LIB3135-042-Q1-K1-F1 

BLASTX 

g2129915 



28994 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. *&o. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



383 

5.0e-37 

115 

64 

ferredoxin precursor - sweet orange 

>gi_1360725_emb_CAA87068_ (Z46944) non-phot osynthetic 
ferredoxin [Citrus sinensis] 

209849 

LIB3135-042-Q1-K1-F10 

BLASTX 

gl!73187 

278 

7.0e-25 

56 

98 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir_S56673 
ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

209850 

LIB3135-042-Q1-K1-F4 

BLASTX 

g629483 

323 

5.0e-30 

116 

54 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

209851 

LIB3135-042-Q1-K1-F5 

BLASTX 

gl30840 

498 

2.0e-50 

123 
73 

PATHOGENESIS -RELATED PROTEIN PR-4B PRECURSOR 
>gi_19968_emb_CAA42821_ (X60282) PR-4b protein [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209852 

LIB3135-042-Q1-K1-F6 

BLASTX 

g4415931 

421 

1.0e-41 

110 
67 

(AC006418) unknown protein [Arabidopsis thaliana] 

>gi 4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 

protein [Arabidopsis thaliana] 



28995 



Seq. No. 209853 

Seq. ID LIB3135-042-Q1-K1-F7 

Method BLASTX 

NCBI GI g4220541 

BLAST score 333 

E value 4.0e-31 

Match length 132 

% identity 59 

NCBI Description (AL035356) Rab geranylgeranyl transferase like protein 
[Arabidopsis thaliana] 

Seq. No. 209854 

Seq. ID LIB3135-042-Q1-K1-F8 

Method BLASTX 

NCBI GI g478673 

BLAST score 259 

E value 2.0e-22 

Match length 92 

%. identity 54 

NCBI Description proline-rich protein precursor - kidney bean 

>gi_2104 6_emb__CAA42942_ (X60391) proline-rich protein 
[Phaseolus vulgaris] 

Seq. No. 209855 

Seq. ID LIB3135-042-Q1-K1-G10 

Method BLASTX 

NCBI GI g2832304 

BLAST score 231 

E value 3.0e-29 

Match length 104 

% identity 62 m 
NCBI Description (AF044489) receptor-like protein kinase [Oryza sativa] 

Seq. No. 209856 

Seq. ID LIB3135-042-Q1-K1-H1 

Method BLASTX 

NCBI GI g2894612 

BLAST score 583 

E value 2.0e-60 

Match length 140 

% identity 76 

NCBI Description (AL021889) putative protein [Arabidopsis thaliana] 

Seq. No. 209857 

Seq. ID LIB3135-043-P1-K1-A1 

Method BLASTN 

NCBI GI g3334857 

BLAST score 221 

E value 1.0e-121 

Match length 294 

% identity 94 

NCBI Description Solanum tuberosum mitochondrial trnC, trnNl, trnY, nac 
genes 

Seq. No. 209858 

Seq. ID LIB3135-043-P1-K1-A10 




28996 



0» 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl710840 

508 

1.0e-51 

128 
75 

ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) (CYTOKININ BINDING PROTEIN CBP57) 
>gi_441217_dbj_BAA03709_ (D16138 ) S-adenosyl-L-homocystein 
hydrolase [Nicotiana sylvestris] >gi_1857024_dbj_BAA08142_ 
(D45204) S-adenosyl-L-homocysteine hydrolase [Nicotiana 
tabacum] >gi_2588781_dbj_BAA23164__ (D49804) 
S-adenosyl-L-homocysteine hydrolase [Nicotiana tabacum] 

209859 

LIB3135-043-P1-K1-A11 

BLASTN 

g2642323 

176 

1.0e-94 

184 
99 

Zea mays profilin (PR04) mRNA, complete cds 
209860 

LIB3135-043-P1-K1-A2 

BLASTX 

g464986 

592 

2.0e-61 
113 
97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) . _ . 

>gi_421857_pir S32674 ubiquitin — protein ligase {EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



209861 

LIB3135-043-P1-K1-A9 

BLASTX 

gl561774 

334 

1.0e-31 

84 

79 

(U67426) malate dehydrogenase [Vitis vinifera] 
209862 

LIB3135-043-P1-K1-B11 
BLASTX 



28997 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4104931 
406 

1.0e-39 

105 
74 

(AF042196) auxin response factor 



8 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209863 

LIB3135-043-P1-K1-B4 

BLASTX 

gl905876 

141 

2.0e-14 

118 

52 

(U9087 9) biotin carboxylase subunit [Arabidopsis thaliana] 
>gi_1916300 (U91414) heteromeric acetyl-CoA carboxylase 
biotin carboxylase subunit [Arabidopsis thaliana] 
>gi_3047099 (AF058826) Arabidopsis thaliana biotin 
carboxylase subunit (GB:U90879) [Arabidopsis thaliana] 



Seq. No. 


209864 


Seq. ID 


LIB3135-043-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2668744 


BLAST score 


146 


E value 


3.0e-09 


Match length 


32 


% identity 


75 


NCBI Description 


(AF034 94 6) ubiquitin conjugating enzyme [Zea 


Seq. No. 


209865 


Seq. ID 


LIB3135-043-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g3334857 


BLAST score 


218 


E value 


1.0e-119 


Match length 


349 


% identity 


91 


NCBI Description 


Solanum tuberosum mitochondrial trnC, trnNl, 




genes 


Seq. No. 


209866 


Seq. ID 


LIB3135-043-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3334113 


BLAST score 


455 


E value 


2.0e-45 


Match length 


89 


% identity 


97 


NCBI Description 


ACYL-COA-BINDING PROTEIN (ACBP) >gi_I006831 ( 




acyl-CoA-binding protein [Gossypium hirsutum] 


Seq. No. 


209867 


Seq. ID 


LIB3135-043-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2443348 



28998 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



300 

2.0e-27 

112 

49 

(AB001379) cytochrome P450 [Glycyrrhiza echinata] 
209868 

LIB3135-043-P1-K1-C8 

BLASTN 

g!2614 

34 

6.0e-10 

70 
87 

L.esculentum genes for tRNA Asn and tRNA Tyr 
209869 

LIB3135-043-P1-K1-D1 

BLASTN 

g4106514 

65 

4.0e-28 

149 

86 

Populus tremula x Populus tremuloides CAK associated 
cyclinH homolog (cycH) mRNA, complete cds 

209870 

LIB3135-043-P1-K1-D2 

BLASTN 

g2829205 

158 

2.0e-83 

421 

18 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

209871 

LIB3135-043-P1-K1-D4 

BLASTX 

g401322 

564 

3.0e-58 

122 

93 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 

209872 

LIB3135-043-P1-K1-D9 

BLASTX 

g480450 

204 

3.0e-32 
100 



28999 



% identity 

NCBI Description 



76 

ketol-acid reductoisomerase (EC 1.1.1.86) ■ 
thaliana >gi_4 02552_emb_CAA49506_ (X69880) 
reductoisomerase [Arabidopsis thaliana] 



■ Arabidopsis 
ketol-acid 



Seq. No. 


209873 


Seq. ID 


LIB313.5-043-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl402912 


BLAST score 


236 


E value 


4.0e-20 


Match length 


57 


% identity 


74 


NCBI Description 


(X98317) peroxidase [Arabidopsis thaliana] 


Seq. No. 


209874 


Seq. ID 


LIB3135-043-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4567232 


BLAST score 


327 


E value 


2,0e-30 


Match length 


71 


% identity 


92 


NCBI Description 


(AC007119) putative 40S ribosomal protein S25 




thaliana] 


Seq. No. 


209875 


Seq. ID 


LIB3135-043-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2997591 


BLAST score 


505 


E value 


3.0e-51 


Match length 


123 


% identity 


76 


NCBI Description 


(AF020814) glucose-6-phosphate/phosphate-tran 




precursor [Pi sum sativum] 


Seq. No. 


209876 


Seq. ID 


LIB3135-043-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3695408 


BLAST score 


230 


E value 


5.06-19 


Match length 


80 


% identity 


65 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AF0 96373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956_emb_CAB39780. 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 

209877 

LIB3135-043-P1-K1-F6 

BLASTX 

g2738949 

595 

7.0e-62 
122 



29000 



€1 



% identity 

NCBI Description 



89 

(AF022213) cytosolic ascorbate peroxidase 
ananassa] 



[Fragaria x 



Seq. No. 


209878 


Seq. ID 


LIB3135-043-P1-K1-F9 


Mpth od 


BLASTX 


NCBI GI 


gl419370 


BLAST score 


401 


E value 


3.0e-39 


Match lencrth 


76 


% identity 


100 


NCBI Descriotion 


(X97726) actin depolymerizing 


Seq* No. 


209879 


Seq. ID 


LIB3135-043-P1-K1-G2 


Mpthnri 


BLASTX 


NCBI GI 


g3892052 


RT.AST score 


555 


E value 


4.0e-57 


Match lencrth 


136 


% i dpnt it* v 


71 


NCBI Description 


(AC002330) predicted protein 




[Arabidopsis thaliana] 


Seq. No. 


209880 


Seq. ID 


LIB3135-043-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2529229 


BLAST score 


396 


E value 


8.0e-39 


Match length 


82 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



89 

(AB007907) 



6-phosphogluconate dehydrogenase [Glycine max] 



209881 

LIB3135-043-P1-K1-G7 

BLASTX 

g2894599 

331 

7.0e-31 

88 
68 

(AL021889) putative protein [Arabidopsis thaliana] 
209882 

LIB3135-043-P1-K1-H1 

BLASTX 

g2909522 

163 

3.0e-ll 

103 

35 

(AL021932) ufaAl [Mycobacterium tuberculosis] 
209883 

LIB3135-043-P1-K1-H11 



29001 



CD 



Method 

NCBI GI 

BLAST scare 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g902525 

310 

2.0e-28 

59 

97 

(U29160) ubiquitin fusion protein [Zea mays] 

>gi_1589387_prf 2211240A ubiquitin fusion protein [Zea 

mays] 

209884 

LIB3135-043-P1-K1-H5 

BLASTX 

g286001 

153 

5.0e-10 

119 

30 

(D13630) KIAA0005 [Homo sapiens] 
209885 

LIB3135-043-P1-K1-H9 

BLASTX 

g3204108 

236 

7.0e-20 

70 

67 

(AJ0067 64) putative deoxycytidylate deaminase [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209886 

LIB3135-044-Q1-K1-A10 

BLASTX 

g3738329 

506 

2.0e-51 

120 

84 

(AC005170) unknown protein [Arabidopsis thaliana] 
209887 

LIB3135-044-Q1-K1-A2 

BLASTX 

g4559342 

556 

3.0e-57 
132 

(AC007087) putative copper methylamine oxidase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



209888 

LIB3135-044-Q1-K1-A3 

BLASTX 

gl769887 

345 



29002 



T TT 3 1 no 


1 Oe-32 


rid. L. Oil _LCiiyu.il 


79 


% ICicll U-L L.y 


80 - 


NPRT npsrriDtion 


{X95736) amino acid permease 


OC^t 1M U • 


209889 


Sea ID 


LIB3135-044-Q1-K1-A5 


Mp-|- n nH 
nc l-iiwvjl 


BLASTX 


NCBI GI 


gl871577 


BLAST score 


225 


TT v3 1 IIP 
Hi v d -L UC 


2. 0e-18 


_ v id l.v_ii iciiy uii 


105 


% xc-eiiLxcy 


41 


KFfRT npcjr'T'i Tit" i on 

IN vDl UCOUll^/Llwii 


(Y11553) putative 21kD prote 


OC4< IN W • 


209890 


Seq. ID 


LIB3135-044-Q1-K1-B4 


Mprhod 


BLASTX 


NCBI GI 


g4469024 


BLAST score 


307 


£4 ValUc 


1 . Oe-29 


l v ia.L.oil Xfciiiy Ull 


110 


■s laentiLy 






(AL03 I _602) putative protein 


osq • inu • 


209891 


Oprr TT") 


LIB3135-044-Q1-K1-C1 


HC L11UU 


BLASTX 






BLAST score 


436 


E value 


3.0e-43 


L v iclL.Oii XfcJilyL.il 


87 


1> XQciriLXLy 




NL.J_sx uescrxpuxoii 


(7QQ7fifi\ nbinnitin — protein 




TArabidoDsis thaliana] 


OfcJCJ. 1N(J * 


209892 


k_? C y: > -L i-/ 


LIB3135-044-Q1-K1-C11 


Mof hnH 


BLASTX 


LNUdX urX 


rrl 99770 


DT 7\ Q T 1 or«OT*0 
OXxriO 1 OUUlC 


321 


E value 


1. Oe-29 


Match length 


79 




80 




HEMOGLOBIN II >ai 99509 pir 




nak >ai 18015 emb~CAA378^98 




crlaucal 


Q o /~t "KT/-\ 

oeq. inu • 


?09R93 


Seq. ID 


LIB3135-044-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl31026 


BLAST score 


340 


E value 


6.0e-32 


Match length 


127 



_S13378 hemoglobin II - swamp 
(X53950) hemoglobin [Casuarina 



% identity 

NCBI Description 



54 

PATHOGENESIS-RELATED PROTEIN STH-2 >gi_479691_pir S35161 



29003 



-2 protein - potato >gi_169551 (M?5155) pSTH-2 protein 
[Solanum tuberosum] >gi_169576 (M29041) STH-2 protein 
[Solanum tuberosum] 

209894 

LIB3135-044-Q1-K1-C8 
BLASTX 
gl!73218 
518 

7.0e-53 
130 
81 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

209895 

LIB3135-044-Q1-K1-D11 
BLASTX 
g2558655 
286 

1.0e-25 

135 
47 

(AC002354) No definition line found [Arabidopsis thaliana] 
209896 

LIB3135-044-Q1-K1-D12 
BLASTX 
g3334261 
207 

1.0e-16 
77 
53 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 >gi_1655851 (U61973) 
metallothionein-like protein [Malus domestica] 

Seq. No. 209897 

Seq. ID LIB3135-044-Q1-K1-D3 

Method BLASTX 

NCBI GI gl480012 

BLAST score 331 

E value 6.0e-31 

Match length 65 

% identity 95 

NCBI Description (D78492) putative ubiquitin extension protein [Brassica 
rapa] 

Seq. No, 209898 

Seq. ID LIB3135-044-Q1-K1-D4 

Method BLASTX 

NCBI GI g4456760 

BLAST score 356 

E value 8.0e-34 

Match length 80 

% identity 71 

NCBI Description (AJ000692) osmotin-like protein [Quercus suber] 




Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29004 



Sea. No. 


209899 


beq. -LU 


T.Tft^l '3 c i-044-Ol-Kl-D7 


Method 


BLASTX 


NCBI GI 


g3549691 


DiinOl OOUJ.C 


399 


lit V CL J_ 


8.0e-39 




111 


% identitv 


63 


NPRT DA^PTTrjt ion 

INV/Oi. X£-< *— J- v-/ x i 


(AJ010501) thaumatin-like protein PR-5b [Cicer arietinum] 


Qprr No 


209900 




LIB3135-044-O1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4567281 


ID J_l.rt.L_> -1- 


333 


T? 1 no 

Hi V dJL U.G 


4.0e-31 


net l. on icny Lii 


130 


% i dpnt" itv 


53 


NPRT n^<=ir , r i r>i" "i on 

LN OJ-J X L/C Owl WiA 


(AC006841) unknown protein [Arabidopsis thaliana] 




209901 


Qzi/T TP) 

oeq. iu 


LTR3135-044-O1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3785987 


oLiAoi score 


914 


Hj VaiUc 


3 . Oe-17 


Matcn j_engr.n 


1 01 


& t H can't" 4 "h\7 


45 


JNO.DJL Uc&UIipuiUil 


(AC005560) hypothetical protein [Arabidopsis thaliana] 




209902 


beq. iu 




Method 


BLASTX 


NCBI GI 


gl707640 


dt AC r p cpnrp 


155 




2.0e-10 


M3+*r>h 1 oT*irr"t"h 
rid L on xciiyuii 


90 


% i dentitv 


40 




(X98355) transcription factor GAMyb [Oryza sativa] 


Qcarr No 


209903 




LIB3135-044-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3193336 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


78 


% identity 


42 


NCBI Description 


(AF069301) DBI-related protein [Homo sapiens] 



Seq. No. 209904 

Seq. ID LIB3135-044-Q1-K1-E7 

Method BLASTX 

NCBI GI g4038043 

BLAST score 160 

E value 8.0e-ll 



29005 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
33 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 

209905 

LIB3135-044-Q1-K1-F1 

BLASTX 

gl29233 

320 

1.0e-29 

61 
90 

ORYZAIN GAMMA CHAIN PRECURSOR >gi_6764 6_pir KHRZOG oryzain 

(EC 3.4.22.-) garama precursor - rice 

>gi_218185_dbj_BAA14404_ (D90408) oryzain gamma precursor 
[Oryza sativa] 



oeq. wo. 






J_l -L Lj «J -L J %J W " " 


Method 






y J J -3d. 




539 


i— I V d _L LLC 


2. Oe-55 


Match length 


130 


% identity 


78 


NCBI Description 


(AC004683) 


Seq. No. 


209907 


Seq. ID 


LIB3135-044 


Method 


BLASTX 


NCBI GI 


g2947063 


BLAST score 


189 


E value 


3.0e-14 


Match length 


136 


% identity 


44 


NCBI Description 


(AC002521) 




thaliana] 


Seq. No. 


209908 


Seq. ID 


LIB3135-044 


Method 


BLASTX 


NCBI GI 


gl34101 


BLAST score 


683 


E value 


4.0e-72 


Match length 


144 


% identity 


96 



unknown protein [Arabidopsis thaliana] 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT (60 KD 
CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_72958_pir HHCSBA ribulose-bisphosphate carboxylase 

subunit-binding protein alpha chain - castor bean 
(fragment) 

209909 

LIB3135-044-Q1-K1-F8 

BLASTX 

gl777386 



29006 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158 

1.0e-10 ~ 

87 

51 

(U39301) caffeic acid O-methyltransf erase [Pinus taeda] 
209910 

LIB3135-044-Q1-K1-F9 

BLASTX 

gl35860 

239 

4.0e-20 

65 

66 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 
(AQUAPORIN-TIP) >gi_99761_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 

protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_445129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 



Seq. No. 


209911 


Seq. ID 


LIB3135-044-Q1-K1-G10 




DilrliJ X /i. 


MPRT (IT 




DiiAo i score 




E value 

X-4 V \JL _l_ 1—4. >w 


4.0e-09 


Match length 


42 


% identity 


69 


NCBI Description 


(AF051236) hypothetical protein 


Seq. No. 


209912 


Seq. ID 


LIB3135-044-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g643469 


BLAST score 


419 


E value 


2.0e-41 


Match length 


119 


% identity 


69 


NCBI Description 


(U19886) unknown [Lycopersicon 


Seq. No. 


209913 


Seq. ID 


LIB3135-044-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g976174 


BLAST score 


175 


E value 


6.0e-22 


Match length 


103 


% identity 


47 


NCBI Description 


(L47181) reverse transcriptase 


Seq. No. 


209914 


Seq. ID 


LIB3135-044-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g464707 



29007 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S37496 ribosomal 



6XT5 

5.0e-63 
126 
93 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir_ 
protein S18.A - Arabidopsis thaliana 

>gi 405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273__ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434906_emb_CAA82275__ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209915 

XIB3135-044-Q1-K1-G8 

BLASTX 

g3152583 

212 

5.0e-17 

112 
47 

(AC002986) Contains similarity to inhibitor of apoptosis 
protein gb_U45881 from D. melanogaster . [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



044-Q1-K1-G9 



209916 
LIB3135- 
BLASTX 
g984756 
335 

2.0e-31 

88 

69 

(Z54153) chilling-inducible protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209917 

LIB3135-044-Q1-K1-H1 

BLASTX 

g418507 

243 

1.0e-20 

110 

44 

S-ADENOSYLMETHIONINE : 2-DEMETHYLMENAQUINONE 

METHYLTRANSFERASE >gi_5410 97_pir S40872 hypothetical 

protein fl61 - Escherichia coli >gi_305032 (L19201) 
ORF_fl61 [Escherichia coli] >gi_13360Q2 (U56082) 
S-adenosylmethionine : 2-demethylmenaquinone 

methyltransferase [Escherichia coli] >gi_1790364 (AE000467) 
menaquinone biosynthesis, unknown [Escherichia coli] 



29008 



® 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209918 

LIB3135-044-Q1-K1-H10 

BLASTX 

g4567229 

161 

5.0e-ll 

54 

56 

(AC007119) putative pectin methylesterase [Arabidopsis 
thaliana] 



Spct. No. 


209919 


Seq. ID 


LIB3135-044- 


Method 


BLASTX 


NPRT 


g2961300 


DT 7\ OT 1 QPfirP 
DjJXTLO J. OoUL C 


348 


Tj* tt 3 1 n £i 

Hj ValUc 


^ Op-33 


M^'hr'h 1 p'nrfl'h 


90 


9- "i Hon - !" n *K tt 


77 




( AJ225027 ) 




209920 


Seq. ID 


LIB3135-044 


Method 


BLASTX 


NCBI GI 


gl076288 


BLAST score 


347 


E value 


5.0e-33 


Match length 


95 


% identity 


64 


NCBI Description 


amino acid 


Seq. No. 


209921 


Seq. ID 


LIB3135-044 


Method 


BLASTX 


NCBI GI 


g629483 


BLAST score 


340 


E value 


6.0e-32 


Match length 


134 


% identity 


54 


NCBI Description 


gene 1-Sc3 



Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein - European white birch 
>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

209922 

LIB3135-044-Q1-K1-H7 

BLASTX 

g2493852 

297 

7.0e-27 

63 

86 

CYTOCHROME C OXIDASE POLYPEPTIDE VC 

>gi_1070356_emb_CAA92107_ (Z68091) cytochrome c oxidase, Vc 
subunit [ Horde um vulgar e] 



29009 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2TO923 
LIB3135-044-Q1-K1-H9 
BLASTX 
gl35860 
115 

7.0e-10 

52 
62 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 
(AQUAPORIN-TIP) >gi_99761_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>giJL6312_emb_CAA45115_ (X63552) tonoplast intrinsic 

protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi 445129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209924 

LIB3135-045-Q1-K1-A1 

BLASTX 

gl22781 

401 

1.0e-52 

131 

74 

POTENTIAL HEME-BINDING PROTEIN PRECURSOR (ORF 229) 

>gi_82210_pir A05198 hypothetical protein 229 - common 

tobacco chloroplast >gi_11844_emb_CAA77364_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_225212_prf 1211235AT ORF 229 [Nicotiana tabacum] 

209925 

LIB3135-045-Q1-K1-A12 

BLASTX 

g!685003 

158 

1.0e-10 

124 

38 

(U32643) immediate-early salicylate-induced 
glucosyltransferase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209926 

LIB3135-045-Q1-K1-A5 

BLASTX 

gl22770 

577 

1.0e-59 

134 

84 

HEMOGLOBIN II >gi_99509__pir_ 
oak >gi_18015_emb_CAA37898_ 
glauca] 



_S13378 hemoglobin II - swamp 
(X53950) hemoglobin [Casuarina 



Seq. No. 
Seq. ID 
Method 



209927 

LIB3135-045-Q1-K1-A6 
BLASTX 



29010 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2764941 
408 

6.0e-4O 

101 

69 

(X98255) transcriptionally stimulated by gibberellins 
expressed in meristematic region, and style [Arabidop 
thaliana] 



Sea No. 


209928 


Sea ID 


LIB3135-045-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3080439 




231 


E value 


4.0e-19 


Match length 


140 


& I Hpnt" "i t v 

o J- v—i^Ai -i- y 


39 




(AL022605) putative protein 




209929 


beq. iu 


T.TR^I ^-04^-01 -Kl-Bll 

L1DJ1 J J UU ^ X i\X i-> J. J- 


riei-noci 


DiinC X A. 


NCBI GI 


g2462761 


BLAST score 


176 


E value 


3.0e-13 


Match length 


51 


% identity 


67 


NCBI Description 


(AC002292) Highly similar to 




(aldo/keto reductase family) 


Seq. No. 


209930 


Seq. ID 


LIB3135-045-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2129825 


BLAST score 


331 


E value 


6.0e-31 


Match length 


105 



[Arabidopsis thaliana] 



% identity 

NCBI Description 



84 

dynamin-like protein phragmoplastin 12 
>gi 1217994 (U25547) SDL [Glycine max] 



soybean 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209931 

LIB3135-045-Q1-K1-B5 

BLASTX 

g3367594 

228 

5.0e-19 

78 

55 

(AL031135) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209932 

LIB3135-045-Q1-K1-B7 

BLASTX 

g3451075 

574 

2.0e-59 



29011 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133 
80 

(AL031326) putative protein [Arabidopsis thaliana] 
209933 

LIB3135-045-Q1-K1-C1 

BLASTX 

g4038035 

323 

5.0e-30 

107 

59 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



209934 

LIB3135-045-Q1-K1-C3 

BLASTX 

g629483 

319 

2.0e-29 

112 

57 

gene 1-Sc3 protein - European white birch 

>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

209935 

LIB3135-045-Q1-K1-D1 

BLASTX 

g218157 

580 

4.0e-60 

133 

86 

(D13512) cytoplasmic aldolase [Oryza sativa] 
209936 

LIB3135-045-Q1-K1-D2 

BLASTX 

gl22770 

442 

5.0e-44 

106 

83 

HEMOGLOBIN II >gi_99509_pir S13378 hemoglobin II - swamp 

oak >gi_18015__emb_CAA37898_ (X53950) hemoglobin [Casuarina 
glauca] 

209937 

LIB3135-045-Q1-K1-D5 

BLASTX 

gl076670 

150 

9.0e-10 
44 



29012 



?; "i Hpnt" i t V 


68 


NPRT Dpscriot ion 


NADH dehydrogenase (EC 1.6.99.3) - potato 




>gi 668985 emb CAA59062 (X84319) NADH dehydrogenase 




[Solanum tuberosum] 


Qprr No 


209938 


Seq. ID 


LIB3135-045-Q1-K1-D6 


Method. 


BLASTX 


NCBI GI 


g4432823 


BLAST score 


16€ 


F 1 n P 

J_l v Q±UC 


1.0e-ll 


Ma+*r"'Vi 1 pt~i fit" Y\ 

Liu XCliy Lll 


62 




58 


NPRT Dp sprint ion 


(AC006593) hypothetical protein [Arabidopsis thaliana] 


Qpirr No 


209939 


Seq. ID 


LIB3135-045-Q1-K1-E1 


Mpt" hod 


BLASTX 


NCBI GI 


g4090533 


BLAST score 


540 


F. V3 1 1 1 P 


2.0e-55 


Mat/^Vi 1 print Vi 
rid luii xcny lii 


141 


2- t Honl" "i t\7 

O -LUiCllU-L L_y 


74 


NPRT np^rri nt i on 


(U68215) ACC oxidase [Carica papaya] 




KJ Z? Z? 1 \J 


Seq. ID 


LIB3135-045-Q1-K1-E8 


IIC UilULi. 


BLASTX 


NCBI GI 


g!220196 


BLAST score 


162 


F tTZi 1 1 IP 


3.0e-ll 


Mafph 1 PTirrth 
t icii— uii j.ciiy u-ii 


38 




84 


NPRT Dpscrintion 


(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 




z. \j zt z? t x 


Seq. ID 


LIB3135-045-Q1-K1-F1 


Mot" nH 

1 1CJ L11UU 


RLASTX 

U .1 -I rivJ J. 


NCBI GI 


g3935167 


BLAST score 


324 


F. va 1 hp 


3 Oe-30 


Ma "h 0 Vi 1 print h 

Lla LUXl _L ciiy 1—11 


67 


& T Hpnti t\/ 

X> lUCllLlLj 


93 


NPRT Dpspti Dtion 


(AC004557) F17L21.10 [Arabidopsis thaliana] 


O CJ ^ * Vi\J » 


209942 


Sea ID 


LIB3135-045-O1-K1-F11 


Mpt hod 


BLASTX 

J—J XATlw -L. ^ a, 


NCBI GI 


gl709498 


BLAST score 


226 


E value 


4.0e-19 


Match length 


52 


% identity 


79 


NCBI Description 


OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 



>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 



29013 



Seq. No. 


209943 


Qarr TD 


LIB3135-045-Q1-K1-F2 


Mpthnri 


BLASTX 


NCBI GI 


g3746071 


BLAST score 


559 


E value 


1.0e-57 


Match lencrth 


129 


?; identitv 


82 


NCBI Description 


(AC005311) putative GTP-binding protein [Arabidopsis 




thaliana] 


Seq. No. 


209944 


Seq. ID 


LIB3135-045-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3522961 


BLAST score 


485 


F. va 1 hp 


4. 0e-49 


Matph 1 en nth 


109 


& identitv 


83 


NCBI Description 


(AC004411) putative pto kinase [Arabidopsis thaliana 


Seq. No. 


209945 


Seq. ID 


LIB3135-045-Q1-K1-F4 




BLASTX 


NCBI GI 


g4006856 


BLAST score 


459 


Hi V CLJL Lie 


7 . 0e-46 


Mpfrh 1 print h 


145 


o xueiiUJ-L._y 


68 


NCBI Description 


(Z99707) receptor kinase-like protein [Arabidopsis 




t halianal 


Seq. No. 


209946 


Seq. ID 


LIB3135-045-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl922964 


BLAST score 


159 


E value 


1.0e-10 


Match length 


77 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 

(AC000106) Similar to Schizosaccharomyces CCAAT-binding 
factor (gb__U88525) . EST gb_T04310 comes from this gene. 
[Arabidopsis thaliana] 

209947 

LIB3135-045-Q1-K1-G6 

BLASTX 

g2708532 

330 

9.0e-31 

93 
28 

(AF029351) putative RNA binding protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



209948 

LIB3135-045-Q1-K1-H1 



29014 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g3046815 
517 

1.0e-52 

135 

73 

(AL021687) 



cytochrome P450 [Arabidopsis thaliana] 



209949 

LIB3135-045-Q1-K1-H11 

BLASTX 

g3193297 

277 

6.0e-25 
77 
69 

(AF069298) 
thaliana] 



similar to epoxide hydrolases [Arabidopsis 



oeq. lno- 


u y y*j\j 


beq. 1JJ 


T TR^I ^S-04R-Ol -K1 -H4 


iXieT-iiuu. 






y x \) / — / vJ / 


xjj_ir^o x o o w -i- ^3 


499 


E value 


8.0e-51 


Match length 


97 


% identity 


95 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


209951 


Seq. ID 


LIB3135-045-Q1-K1-H8 


Method 


BLASTN 


NCBI GI 


g!9229 


BLAST score 


33 


E value 


4.0e-09 


Match length 


121 


% identity 


21 


NCBI Description 


Tomato extensin mRNA (clone uG-18) 


Seq. No. 


209952 


Seq. ID 


LIB3135-045-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3334245 


BLAST score 


500 


E value 


1.0e-50 


Match length 


136 


% identity 


68 


NCBI Description 


LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE 



(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) { S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2909424_emb_CAA12028_ (AJ224520) Glyoxalase I [Cicer 
arietinum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



209953 

LIB3135-046-Q1-K1-A1 

BLASTX 

g3901014 



29015 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



228 

7.0e-19 

55 

75 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209954 

LIB3135-046-Q1-K1-A3 

BLASTX 

g4455223 

132 

4.0e-16 
78 
52 

(AL035440) 
thaliana] 



putative DNA binding protein [Arabidopsis 



beq. no. 


on QQR el 
zu yyDD 


oeq. xjj 


LtlDjlJj U*±u rvx r\*± 


Method 


"RT a QTY 


NurJl bx 


rr9 9 A A 
gzz ^ *± 0 JJ 


isXiAo i score 


996 


Hi vaiue 


O . Uc X .7 


Match length 


83 


% identity 


60 


NCBI Description 


vZiy/Jo// prOLcin Kinabc iiuniuxuy 


Seq. No. 


zuy yoo 


Seq. ID 


LIdjIjj 0 yi JM nJ 


Method 


T3T 7\ O TV 

nLiAb 1 A 


NCBI bl 


goy 14 do o 


BLAbi score 


z y o 


il» va.XU.ti 


n^-97 


Match length 


101 


% identity 


64 


NCBI Description 


60S RIBOSOMAL PROTEIN L17 >gi_2 




protein L17 [Zea mays] 


Seq. No. 


209957 


Seq. ID 


LIB3135-046-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2801536 


BLAST score 


480 


E value 


2.0e-48 


Match length 


136 


% identity 


65 


NCBI Description 


(AF039531) lysophospholipase ho] 


Seq. No. 


209958 


Seq. ID 


LIB3135-04 6-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2244835 


BLAST score 


170 


E value 


3.0e-12 


Match length 


68 


% identity 


57 



(AF034948 ) ribosomal 



29016 



NCBI Description (Z97337) protein kinase homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209959 

LIB3135-046-Q1-K1-A9 

BLASTX 

g2245066 

418 

4.0e-41 

141 ^ 
56 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 



209960 

LIB3135-046-Q1-K1-B10 

BLASTX 

g478673 

146 

2.0e-09 

71 

45 

proline-rich protein precursor - 
>gi_21046_emb_CAA42942__ (X60391) 
[Phaseolus vulgaris] 



kidney bean 
proline-rich protein 



209961 

LIB3135-046-Q1-K1-B11 

BLASTX 

gl352664 

759 

4.0e-81 

140 

98 

SERINE /THREONINE PROTEIN PHOSPHATASE PP2A-4 CATALYTIC 

SUBUNIT >gi_2117984_pir S52660 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 4 - Arabidopsis thaliana 
>gi_473259 (U08047) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] >gi_4204949 (U60136) 

serine/threonine protein phosphatase 2A-4 catalytic subunit 
[Arabidopsis thaliana] 

209962 

LIB3135-046-Q1-K1-B2 

BLASTX 

gl703275 

232 

2.0e-19 

45 

89 

METHIONINE AMI NO PEPTIDASE 2 (ME TAP 2) (PEPTIDASE M 2) 
(INITIATION FACTOR 2 ASSOCIATED 67 KD GLYCOPROTEIN) (P67) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209963 

LIB3135-046-Q1-K1-B5 

BLASTX 

g2130073 

498 

2.0e-50 



29017 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



f ructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-l, 
cytosolic - rice >gi_786178_dbj_BAA08845_ (D50307) aldolase 
C-l [Oryza sativa] >gi_790970_dbj_BAA08830__ (D50301) 
aldolase C-l [Oryza sativa] 

209964 

LIB3135-04 6-Q1-K1-B6 

BLASTX 

g2498706 

175 

1.0e-12 

59 

47 

ORIGIN RECOGNITION COMPLEX PROTEIN, SUBUNIT 2 >gi_1113103 
(U40269) atOrc2p [Arabidopsis thaliana] >gi_3236239 
(AC004 684) origin recognition complex protein [Arabidopsis 
thaliana] 

209965 

LIB3135-046-Q1-K1-B7 

BLASTX 

g2213867 

216 

1.0e-18 

85 

64 

(AF003124) fructose-biphosphate aldolase [Mesembryanthemum 
crystallinum] 



Seq. No. 


209966 


Seq. ID 


LIB3135-046-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4049341 


BLAST score 


271 


E value 


6.0e-24 


Match length 


108 


% identity 


49 


NCBI Description 


(AL034567) putative protein [Arabidopsis thaliana] 


Seq. No. 


209967 


Seq. ID 


LIB3135-046-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3650033 


BLAST score 


390 


E value 


8.0e-38 


Match length 


127 


% identity 


66 


NCBI Description 


(AC005396) unknown protein [Arabidopsis thaliana] 


Seq. No. 


209968 


Seq. ID 


LIB3135-04 6-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2498565 


BLAST score 


188 


E value 


4.0e-14 



29018 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 
40 

C-MYC BINDING PROTEIN MM-1 >gi_1731809_dbj_BAA14006_ 
(D89667) c-myc binding protein [Homo sapiens] 
>gi_4505743_ref_NP_002615 . l_pPFDN5_ pref oldin 

209969 

LIB3135-046-Q1-K1-C2 

BLASTX 

g3650033 

372 

8.0e-36 

105 

75 

(AC005396) unknown protein [Arabidopsis thaliana] 
209970 

LIB3135-04 6-Q1-K1-C3 

BLASTX 

gl765899 

307 

2.0e-28 
95 
62 

(Y07917) 
(U86700) 



Spot 3 protein [Arabidopsis thaliana] >gi_1839244 
EGF receptor like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



209971 

LIB3135-046-Q1-K1-C4 

BLASTX 

g4056455 

308 

3.0e-28 

83 

65 

(AC005990) Similar to gb_L19255 carbonic anhydrase from 
Nicotiana tabacum and a member of the prokaryotic-type 
carbonic anhydrase family PF_00484. EST gb_Z235745 comes 
from this gene. [Arabidopsis thaliana] 

209972 

LIB3135-046-Q1-K1-C5 

BLASTX 

gl710078 

524 

1.0e-53 

129 

75 

RAB24 PROTEIN >gi_971280_dbj_BAA09947_ (D63917) RAB24 
protein [Oryza sativa] 

209973 

LIB3135-046-Q1-K1-C6 

BLASTX 

gl710078 

445 

2.0e-44 



29019 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109 
75 

RAB24 PROTEIN >gi_971280_dbj_BAA09947_ (D63917) RAB24 
protein [Oryza sativa] 

209974 

LIB3135-046-Q1-K1-C7 

BLASTX 

g!710076 

199 

3.0e-22 

104 

59 

REHYDRIN HOMOLOG (DORMANCY-ASSOCIATED PROTEIN PBS128) 

>gi_82340_pir S22499 hypothetical protein - chess 

bromegrass (fragment) >gi_17932_emb_CAA44884_ (X63202) 
[Bromus secalinus] 



ORF 



Ma 
ocq • LNU • 


209975 




oeq. iu 


LIB3135-046- 


-Ql- 


TV/fj^k ^ V\ sA 

jxiemoa 


BLASTX 




NTPRT 


g3860315 




DLinOl o^Ulc 


183 




IL value 


1.0e-13 




Match length 


48 




% identity 


75 




iNOrsi uescriptxon 


(AJ012684) 40S 


beq. wo. 


209976 




beq. iu 


LIB3135-046- 


-Ql- 


Method 


BLASTX 






gl769887 




i> 1 inn X SOUIC 


110 




F, 1 hp 

J_J V O- J- 


1.0e-08 




Match length 


86 




% identity 


47 




NCBI Description 


(X95736) amino 


Seq. No. 


209977 




Seq. ID 


LIB3135-046- 


-Ql 


Method 


BLASTX 




NCBI GI 


gll69014 




BLAST score 


163 




E value 


4.0e-24 




Match length 


123 




% identity 


56 




NCBI Description 


COATOMER BETA 




>gi_472343 


(L3 


Seq. No. 


209978 




Seq. ID 


LIB3135-046 


-Ql 


Method 


BLASTX 




NCBI GI 


g3094012 




BLAST score 


276 




E value 


2.0e-24 




Match length 


49 




% identity 


94 





ribosomal protein S19 [Cicer arietinum] 



6 [Arabidopsis thaliana] 



(BETA-COAT PROTEIN) (BETA-COP) 



29020 



NCBI Description 


(7^060569) cold-regulated LTCOR12 


Seq. No. 


209979 


Seq. ID 


LIB3135-046-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4567210 


BLAST score 




E value 


3.0e-28 


Match length 


108 


% identity 


52 


NCBI Description 


(AC0G7168) unknown protein [Arabi 


Seq. No. 


209980 


Seq. ID 


LIB3135-046-Q1-K1-E2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


o c 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


209981 


Seq. ID 


LIB3135-046-Q1-K1-E3 


Method 


BLASTN 


NCBI GI 


g3046851 


BLAST score 


35 


E value 


4.0e-10 


Match length 


120 


% identity 


36 


NCBI Description 


Arabidopsis thaliana genomic DNA, 



PI clone: 



MIJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209982 

LIB3135-046-Q1-K1-E4 

BLASTX 

g2832683 

328 

1.0e-30 

74 

74 

(AL021712) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209983 

LIB3135-046-Q1-K1-E6 

BLASTX 

gl32864 

248 

2.0e-28 

91 

75 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L2 >gi_81823_pir S00718 

ribosomal protein L2 - soybean chloroplast (fragment) 
>gi_669076_emb_CAA29735_ (X06429) exon 2 [Glycine max] 



Seq. No. 
Seq. ID 



209984 

LIB3135-046-Q1-K1-E8 



29021 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2832683 

200 

9.0e-16 

58 
59 

(AL021712) 



putative protein [Arabidopsis thaliana] 



209985 

LIB3135-046-Q1-K1-F10 

BLASTX 

g464444 

620 

8.0e-65 

129 

91 

PROTEASOME, 30 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 

COMPLEX 30 KD SUBUNIT) >gi__541889_pir S39900 proteasome 

Arabidopsis thaliana >gi_166830 (M98495) proteasome 
[Arabidopsis thaliana] 

209986 

LIB3135-04 6-Q1-K1-F2 

BLASTX 

g4006957 

270 

9.0e-24 
92 
57 

(AJ006910) 
pendula] 



pollen allergen Betvl, isoform at45 [Betula 



209987 

LIB3135-046-Q1-K1-F3 

BLASTX 

gl708777 

216 

2.0e-17 

84 

56 

(Z83202) potassium channel [Arabidopsis thaliana] 
>gi_3063705_emb_CAA18596.1_ (AL022537) potassium channel 
protein [Arabidopsis thaliana] >gi_4090537 (U73325) K+ 
inward rectifying channel protein [Arabidopsis thaliana] 
>gi_4098949 (U81239) K4- inward rectifying channel 
[Arabidopsis thaliana] 

209988 

LIB3135-046-Q1-K1-F4 

BLASTX 

g!871182 

217 

1.0e-34 

120 

66 

(U90439) phospholipase D isolog [Arabidopsis thaliana] 



29022 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209989 

LIB3135-046-Q1-K1-F5 

BLASTX 

g2431769 

265 

3.0e-23 

111 

54 

(U62752) acidic ribosomal protein Pla [Zea mays] 





209990 


Sea. ID 


LIB3135-046-Q1-K1-F9 


Mpthnd 


BLASTN 


NCBI GI 


g!67366 


BLAST score 


35 


FI 1 hp 

i_J V CI -L lxc 


3 0e-10 


Mf\i~clr\ 1 prtrrf~l"i 

L 1Q L>V_s,Ll J_CL±y <_ i.1 


234 


o lLtcll L J- L y 


ft? 


NCBI Description 


Gossvoium hirsutuin oeroxidass mRNA. comolete cds 


C cm rr TvT/-\ 

oeq. in u • 


^ U -7 .7 17 1. 


Cprr TO 


LIB^lSS-04 6-01 -Kl -Gil 


Mpthod 


BLASTX 


NCBI GI 


g2832672 


BLAST score 


457 


W T7"-P 1 11 P 
X_i Val IXC 


9 . Oe-4 6 


Ma I - oh 1 P"ncT"f"h 


1 D7 

X VJ / 


15 XUcIlLlLy 


O J 


NPRT Dp srr 4 ni~ i on 


(AL021712} nifU-like nrotein FArabidoosis thaliana 


oeq. imo . 


9HQQQ9 


O " a 1U 




MpfhnH 


BLASTX 


NCBI GI 


g99684 


BLAST score 


373 


E value 


7.0e-36 


Match length 


95 


% identity 


39 


NCBI Description 


DNA-binding protein - Arabidopsis thaliana 


Seq. No. 


209993 


Seq. ID 


LIB3135-046-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl723515 


BLAST score 


171 


E value 


3.0e-12 


Match length 


94 


% identity 


35 


NCBI Description 


HYPOTHETICAL PROTEIN C22E12.01 IN CHROMOSOME I 



>gi_1220276_emb_CAA93888_ (Z70043) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



209994 

LIB3135-046-Q1-K1-G9 
BLASTX 
'g3201613 
298 



29023 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



2.0e-27 

81 

72 

(AC004669) glutathione S-transf erase [Arabidopsis thaliana] 



209995 

LIB3135-046-Q1-K1-H10 

BLASTX 

gl709498 

526 

1.0e-57 

143 

74 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor ■ 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 



■ Arabidopsis 
osmotin 



209996 

LIB3135-046-Q1-K1-H2 

BLASTX 

gl076675 

521 

2.0e-53 

113 

90 

ubiquinol — cytochrome-c reductase 
protein - potato 



(EC 1.10.2.2) iron-sulfur 



209997 

LIB3135-046-Q1-K1-H3 

BLASTX 

g4263715 

204 

4.0e-16 

124 
35 

(AC006223) putative alanine acetyl transferase [Arabidopsis 
thaliana] 

209998 

LIB3135-046-Q1-K1-H5 

BLASTX 

gl33940 

500 

1.0e-50 

134 

78 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi_70851__pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 

209999 

LIB3135-047-Q1-K1-A1 

BLASTX 

g461530 



29024 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



180 

3.0e-13 

64 

62 

N-TERMINAL ACETYLTRANSFERASE COMPLEX ARD1 SUBUNIT HOMOLOG 
>gi_159365 (L11348) ARD1 protein homologue [Leishmania 
donovani] 

210000 

LIB3135-047-Q1-K1-A12 

BLASTX 

g!762933 

492 

9.0e-50 

141 

72 

(U66263) tumor-related protein [Nicotiana tabacum] 
210001 

LIB3135-047-Q1-K1-A3 

BLASTX 

g421836 

601 

1.0e-62 

135 

86 

G-box-binding factor GF14 - Arabidopsis thaliana >gi_553040 
(M96855) GF14 [Arabidopsis thaliana] 

210002 

LIB3135-047-Q1-K1-A4 

BLASTX 

gl26075 

193 

1.0e-14 

97 

45 

LATE EMBRYOGENESIS ABUNDANT PROTEIN D-113 (LEA D-113) 
>gi 81550 pir SQ4044 embryonic abundant protein D-113 - 
upland cotton >gi_18492_emb_CAA31590_ (X13202) D-113 Lea 

protein [Gossypium hirsutum] >gi_226553_prf 1601521C Lea 

D-113 gene [Saguinus oedipus] 

210003 

LIB3135-047-Q1-K1-A7 

BLASTX 

g3687251 

391 

5.0e-38 

97 

75 

(AC005169) unknown protein [Arabidopsis thaliana] 
210004 

LIB3135-047-Q1-K1-B1 

BLASTN 

gl67386 



29025 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302 

1.0e-169 

346 
97 

G.hirsutum (cotton) storage protein (late embryogenesis 
abundant) mRNA, partial cds, clone D113 



oeq. no. 




C^arr TO 


LIB3135-047-O1-K1-B10 


iMexznoa 


DJ_lH.O 1 /\. 


KIP RT PT 




Diin.01 DV-VJJ-C 


494 




2 . Oe-51 


liCLU-Wil XCll^ Lit 


132 


% identity 


84 


NCBI Description 


(AL035678) Tic22-like prot 


Seq. No. 


210006 


Seq. ID 


LIB3135-047-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3334157 


BLAST score 


487 


E value 


4.0e-49 


Match length 


100 


% identity 


93 


NCBI Description 


PEPT IDYL- PROLYL CIS-TRANS 



I SOME RASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 
>gi_1220142_emb_CAA59468__ (X85185) cyclophilin 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



210007 

LIB3135-047-Q1-K1-B7 

BLASTN 

g3821780 

36 

1.0e-10 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
210008 

LIB3135-047-Q1-K1-B8 

BLASTX 

g3738325 

669 

2.0e-70 

139 

89 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 

210009 

LIB3135-047-Q1-K1-C1 

BLASTX 

gl67387 

142 

4.0e-09 



29026 




Match length 66 

% identity 53 

NCBI Description (M19406) storage protein [Gossypium hirsutum] 

Seq. No. 210010 

Seq. ID LIB3135-047-Q1-K1-C10 

Method BLASTX 

NCBI GI g2342727 

BLAST score 420 

E value 2.0e-41 

Match length 113 

% identity 64 

NCBI Description (AC002341) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


210011 


Seq. ID 


LIB3135-047-Q1-K1-C11 


Method 


DT 7\ OTY 

dLAo 1 A 


NCBI (al 


goo 1UD 4 u 


BLAST score 


4 lo 


E value 


C Ha— /I 1 


Match length 


33 


% identity 


1 f 


NCBI Description 




Seq. No. 


210012 


Seq. ID 


LIB3135-047-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g^ooo / 1U 


BLAST score 


ZoD 


E value 


1 • ue~ £0 


Matcn lengtn 


1 U 


% identity 


oy 


NCBI Description 


(ArUi / iju] oetaine ax 




nypuuiuiiui lauuo j 


Seq. No. 


210013 


Seq. ID 


LIB3135-047-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2832300 


BLAST score 


400 


E value 


5.0e-39 


Match length 


117 


% identity 


68 


NCBI Description 


(AF044285) adenosine- 




roseus] 


Seq. No. 


210014 


Seq. ID 


LIB3135-047-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g464849 


BLAST score 


639 


E value 


5.0e-67 


Match length 


132 


% identity 


92 



[Amaranthus 



[Catharanthus 



NCBI Description 



TUBULIN ALPHA CHAIN >gi_48 6847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



29027 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210015 

LIB3135-047-Q1-K1-C5 

BLASTX 

gl354849 

460 

5.0e-4 6 

141 

60 

(U57350) epoxide hydrolase [Nicotiana tabacum] 



210016 

LIB3135-047-Q1-K1-D1 

BLASTX 

g!24224 

631 

5.0e-66 

124 

95 

INITIATION FACTOR 5A-1 
>gi_100345_pir S21060 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



(EIF-5A) (EIF-4D) 

_ _ translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

210017 

LIB3135-047-Q1-K1-D12 

BLASTX 

g2764941 

248 

2.0e-21 

72 
64 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 

210018 

LIB3135-047-Q1-K1-D3 

BLASTX 

g3183247 

365 

7.0e-35 

112 

62 

PUTATIVE GTP-BINDING PROTEIN W08E3.3 
>gi_3880615_emb_CAB07131_ (292773) predicted using 
Genefinder; Similarity to Yeast hypothetical 44.2 KD 
protein, putative GTP-binding protein (SW:P38219); cDNA EST 
EMBL:D64516 comes from this gene; cDNA EST EMBL:D65777 
comes from this gene; cDNA EST EMB 

210019 

LIB3135-047-Q1-K1-D4 

BLASTX 

gll72704 

460 

5.0e-46 



29028 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145 
61 

PEPTIDE TRANSPORTER PTR2-B (HISTIDINE TRANSPORTING PROTEIN) 
>gi_633940 (L39082) transport protein [Arabidopsis 
thaliana] >gi_4406786_gb_AAD20096_ (AC006532) histidine 
transport protein PTR2-B [Arabidopsis thaliana] 

21-0020 

LIB3135-047-Q1-K1-D5 

BLASTX 

g3033380 

503 

3.0e-51 
116 
83 

(AC004238) 
thaliana] 



putative coatomer epsilon subunit [Arabidopsis 



210021 

LIB3135-047-Q1-K1-D9 

BLASTX 

g625547 

431 

8.0e-43 

100 

82 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_493723_emb_CAA45523__ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 

210022 

LIB3135-047-Q1-K1-E10 

BLASTX 

g940288 

251 

9.0e-22 

84 

30 

(L43510) protein localized in the nucleoli of pea nuclei; 
ORF; putative [Pisum sativum] 

210023 

LIB3135-047-Q1-K1-E4 

BLASTX 

g974782 

733 

5.0e-78 

143 

96 

(Z49150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 

210024 

LIB3135-047-Q1-K1-E5 

BLASTX 

gl350977 



29029 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178 

6.0e-13 

58 

64 

PROBABLE 4 OS RIBOSOMAL PROTEIN S30 
210025 

LIB3135-047-Q1-K1-E6 

BLASTX 

g2760320 

305 

8.0e-28 

145 

42 

(AC002130) F1N21.4 [Arabidopsis thaliana] 



210026 

LIB3135-047-Q1-K1-E8 

BLASTX 

g4220512 

256 

3.0e-22 

87 

63 

(AL035356) putative pectate lyase 



[Arabidopsis thaliana] 



210027 

LIB3135-047-Q1-K1-E9 

BLASTX 

gl762933 

232 

1.0e-19 

59 

78 

(U66263) tumor-related protein [Nicotiana tabacum] 
210028 

LIB3135-047-Q1-K1-F11 

BLASTX 

g3335354 

152 

2.0e-ll 

81 

57 

(AC004512) This gene is continued from gene F5I14.1 from 
BAC sequence gb_AC001229 from A. thaliana. EST gb__AA585814 
comes from this gene. [Arabidopsis thaliana] 

210029 

LIB3135-047-Q1-K1-F3 

BLASTX 

g3786008 

185 

9.0e-14 

67 

57 

(AC0054 99) unknown protein [Arabidopsis thaliana] 



29030 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210030 

LIB3135-047-Q1-K1-F8 

BLASTX 

g3319342 

281 

4.0e-25 

116 

53 

(AF077407) similar to mitochondrial carrier proteins 
mit_carr .hmm, score: 79.74 and 42.50) [Arabidopsis 
thaliana] 



(Pfam 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210031 

LIB3135-047-Q1-K1-G1 

BLASTX 

gl36707 

424 

9.0e-42 

124 

66 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE I RON- SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 



Seq. No. 


210032 


Seq. ID 


LIB3135-047-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


418 


E value 


3.0e-41 


Match length 


100 


% identity 


81 


NCBI Description 


(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 


Seq. No. 


210033 


Seq. ID 


LIB3135-047-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2827559 


BLAST score 


270 


E value 


9.0e-24 


Match length 


127 


% identity 


42 


NCBI Description 


(AL021635) predicted protein [Arabidopsis thaliana] 




>gi__3292808_emb_CAA19798_ (AL031018) putative protein 




[Arabidopsis thaliana] 


Seq. No. 


210034 


Seq. ID 


LIB3135-047-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2244847 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


115 



29031 




% identity 37 
NCBI Description (£97337) hydroxypro line- rich glycoprotein homolog 
[Arabidopsis thaliana] 



Seq. No. 


210035 


Seq. ID 


LIB3135-047-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g!23541 


BLAST score 


206 


E value 


2.0e-16 


Match length 


77 


% identity 


49 


NCBI Description 


17.4 KD CLASS I HEAT SHOCK PROTEIN (HSP 17.4) 


>gi 81639 pir JQ0351 heat shock protein 17 - Arabidopsis 




thaliana >gi_16340_emb_CAA35182_ (X17293) heat shock 




protein (AA 1 - 156) [Arabidopsis thaliana] 


Seq. No. 


210036 


Seq. ID 


LIB3135-047-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl279654 


BLAST score 

■LJ i ,inu x tj\~*\sJ-^ 


536 


E value 


6. 0e-55 


Mr5"t~ph 1 pncrthi 

L Id U Oil i.UilU l« -Li. 


149 




71 


NCBI Description 


(X97351) peroxidase [Populus balsamifera subsp. 




trichocarpa] 


Seq. No. 


210037 


Seq. ID 


LIB3135-048-Q1-K1-A10 




BLASTX 


NCBI GI 


g3868853 


BLAST score 


356 


F. value 


8 . Oe-34 


Match lencrth 


98 


% identity 


67 


NCBI Description 


(AB013853) GPI-anchored protein [Vigna radiata] 


Seq. No. 


210038 


Seq. ID 


LIB3135-048-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


a2160166 


BLAST score 


381 


E value 


8.0e-37 


Match lencrth 


120 


% identity 


64 


NCBI Description 


(AC000132) No definition line found [Arabidopsis thaliana] 


Seq. No. 


210039 


Seq. ID 


LIB3135-048-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2160182 


BLAST score 


199 


E value 


2.0e-15 


Match length 


78 


% identity 


49 


NCBI Description 


(AC000132) ESTs gb ATTS1236 / gb T43334,gb N97019,gb AA395203 



29032 




come from this gene. [Arabidopsis thaliana] 



Seq. No. 


210040 


Seq. ID 


LIB3135-048-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2316016 


BLAST score 


735 


E value 


3.0e-78 


Match length 


162 


% identity 


44 


NCBI Description 


(U92650) MRP-like ABC transporter [Arabidopsis thaliana 


Seq. No. 


210041 


Seq. ID 


LIB3135-048-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl524121 


BLAST score 


154 


E value 


4.0e-10 


Match length 


136 


% identity 


40 


NCBI Descriotion 


(X96539) malate dehydrogenase [Mesembryanthemum 




crystal linum] 


OC^ * V4KJ • 


210042 


Sea ID 


LIB3135-048-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl524121 


BLAST score 


689 


E value 


9.0e-73 


Match l^ncrth 


161 


% identity 


79 


NCBI Descriotion 


(X96539) malate dehydrogenase [Mesembryanthemum 




crystal linum] 


Seq. No. 


210043 


Sea. ID 


LIB3135-048-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g722377 


BLAST score 


427 


E value 


5.0e-42 


Match lenath 


109 


% identity 


69 


NCBI Descriotion 


(U23139) highly similar to beta-ureidopropionase 




(SP:BUP RAT) [Caenorhabditis elegans] 


Seq. No. 


210044 


Sea ID 


LIB3135-048-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3047068 


BLAST score 


141 


E value 


1.0e-08 


Match length 


116 


% identity 


34 


NCBI Description 


(AF058825) similar to maize transposon MuDR (GB:M76978) 




[Arabidopsis thaliana] 



Seq. No. 210045 



29033 



Seq. ID 
.Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-048-Q1-K1-B10 

BLASTX 

gl709633 

236 

7.0e-20 

78 
60 

XAA-PRO DI PEPTIDASE {X-PRO DIPEPTIDASE) (PROLINE 
DIPEPTIDASE) (PROLIDASE) (IMIDODIPEPTIDASE) (PEPTIDASE 4) 
>gi_1236706 (U51014) prolidase [Mus musculus] 

210046 

LIB3135-048-Q1-K1-B11 

BLASTX 

gll72811 

684 

3.0e-72 

131 

96 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_1076751_pir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210047 

LIB3135-048-Q1-K1-B3 

BLASTX 

gl432058 

504 

4.0e-51 

156 

67 

(U58540) WRKY2 [Petroselinum crispum] 
210048 

LIB3135-048-Q1-K1-B4 

BLASTX 

g2244797 

276 

2.0e-24 

151 

40 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
210049 

LIB3135-048-Q1-K1-B8 

BLASTX 

gl362152 

420 

3.0e-41 

111 

66 

ribosomal protein S6 kinase homolog (clone Aspkll) - oat 
>gi_871986_emb_CAA56313_ (X79992) putative pp70 ribosomal 
protein S6 kinase [Avena sativa] 



Seq. No. 



210050 



29034 



CP 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-048-Q1-K1-C1 

3LASTX 

gl00535 

289 

4.0e-26 

64 

84 

hypothetical protein - swollen duckweed 

>gi_1929057_emb_CAA32236_ (X14075) longest ORF (1) [Lemna 
gibba] 



Seq. No. 


210051 




Seq. ID 


LIB3135-048- 


-Ql-Kl- 


Method 


BLASTX 




NCBI GI 


g2464932 




BLAST score 


173 




E value 


2.0e-12 




Match length 


123 




% identity 


40 




NCBI Description 


(Z99708) putative 


Seq. No. 


210052 




Seq. ID 


LIB3135-048- 


-Ql-Kl- 


Method 


BLASTX 




NCBI GI 


g2497752 




BLAST score 


295 




E value 


1.0e-26 




Match length 


96 




% identity 


59 




NCBI Description 


NONSPECIFIC 


LIPID 



putative protein [Arabidopsis thaliana] 



>gi_1321911_emb 
[Prunus dulcis] 



CAA65475 (X96714) 



1 PRECURSOR (LTP 1) 
lipid transfer protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210053 

LIB3135-048-Q1-K1-C4 

BLASTX 

g2980781 

269 

2.0e-23 

86 

57 

(AL022198) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210054 

LIB3135-048-Q1-K1-C6 

BLASTN 

g409574 

43 

7.0e-15 

55 

95 

Atriplex nummularia glyceraldehyde-3-phosphate 
dehydrogenase (GAPDH) mRNA, complete cds. 
>gi_414606_emb_X75597_ANDAP3DH A. nummularia mRNA for 
glyceraldehyde-3-phosphate dehydrogenase 



Seq. No. 



210055 



29035 



Seq. ID 


LIB3135-048-gi-Kl-C7 


Method 


BLASTX 


NCBI GI 


gl3216'61 


BLAST score 


319 


E value 


1.0e-29 


Match length 


119 


% identity 


52 


NCBI Description 


(D45423) ascorbate peroxidase 


Seq. No. 


210056 


Seq. ID 


LIB3135-048-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2811025 


BLAST score 


621 


E value 


8.0e-65 


Match length 


162 


% identity 


69 


NCBI Description 


ASPARTIC PROTEINASE PRECURSOR 



{AB002695) aspartic endopeptidase [Cucurbita pepo] 



O ~ H • Vi \J * 


2100S7 

J_ U v *J / 


oei| • xu 


JJlDjl JJ UIO V- 1 - -CV-L. UJ- 




RT.ASTX 


NCBI GI 


g2983642 


BLAST score 


251 


E value 


2.0e-21 


Match length 


134 


% identity 


42 


NCBI Description 


(AE000728) diaminopimelate decarboxylase 


Seq, No. 


210058 


Seq. ID 


LIB3135-048-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2702284 


BLAST score 


206 


E value 


7.0e-17 


Match length 


64 


% identity 


61 


NCBI Description 


(AC003033) Argonaute (AGOl)-like protein 




thaliana] 


Seq. No. 


210059 


Seq. ID 


LIB3135-048-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3377797 


BLAST score 


426 


E value 


4.0e-42 


Match length 


95 


% identity 


86 



NCBI Description 



(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 
Seq. ID 



210060 * 

LIB3135-048-Q1-K1-D2 



29036 



Method 


BLASTX 


NCBI GI 


gl350956 


BLAST score 


550 


E value 


2.0e-56 


Match 1 print h 


117 




93 


NCBI Description 


40S RIBOSOMAL PROTEIN 




210061 


Seq. ID 


LIB3135-04 8-Q1-K1-D3 


Method. 


BLASTX 


NCBI GI 


g2673868 


BLAST score 


281 


E value 


4.0e-25 


Matph 1 pnnth 


56 


Sr i Hpri t i t v 


95 


NPRT Dp sprint ion 


(Y14856) fimbriata-as 




210062 


Seq. ID 


LIB3135-048-Q1-K1-D4 


Mo+" Y\ nH 


BLASTX 


NCBI GI 


g2129513 


BLAST score 


280 


E value 


4.0e-31 


Match length 


110 


% identity 


67 


NCBI Description 


peroxidase (EC 1.11.1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.7) A3a precursor - Japanese aspen x 
large-toothed aspen >gi_1255661_dbj_BAA07240_ (D38050) 
peroidase precursor [Populus kitakamiensis] 

210063 

LIB3135-048-Q1-K1-D5 

BLASTX 

g3719211 

139 

1.0e-08 

46 

63 

(U97021) UIP2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210064 

LIB3135-048-Q1-K1-D7 

BLASTX 

g3377797 

410 

4.0e-40 

130 

66 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 
Seq. ID 
Method 



210065 

LIB3135-048-Q1-K1-E2 
BLASTX 



29037 



NCBI GI 


g2673868 


BLAST score 


237 


E value 


6. Oe-20 


Match length 


56 


Sr -i dpnt i fv 


80 


NCBI Description 


(Y14856) fimbriata-associated protein [Antirrhinum majus} 


Qocf Ma 


210066 


Seq. ID 


LIB3135-048-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2459420 


BLAST score 


612 


E value 


7.0e-64 


Matph lencrth 


120 


^ identitv 


97 




(AC002332} nutative ribosomal orotein L17 [Arabidopsis 




thaliana] 


Qp>n Mo 


210067 


Sea ID 


LIB3135-048-Q1-K1-E4 


Method. 


BLASTX 


NCBI GI 


g3785987 


BLAST score 


168 


E value 


1.0e-17 *" 


Matr*h 1 encrth 


120 




45 


NPRT Dp c ?r , T"i nt i on 


(AC005560) hypothetical protein [Arabidopsis thaliana] 








LIB3135-048-O1-K1-E8 


Me 1~ hind 


BLASTX 


NCBI GI 


al 39944 

y J. J eL J *i *S 




649 


E value 


4.0e-68 


Match length 


129 


% identitv 


91 




60S RIBOSOMAL PROTEIN L3 >ai 81658 oir JQ0772 ribosomal 


nrotein L3 (ARP2} - ArabidoDsis thaliana >ai 806279 




(M32655) ribosomal protein [Arabidopsis thaliana] 






Seq. ID 


LIB3135-048-Q1-K1-E9 


Method 

-L X\^» ^llVWi 


BLASTX 


NCBI GI 


g3046693 


BLAST score 


475 


E value 


7.0e-48 


Matph 1 en nth 


103 


% i dent i t v 


79 




(AT.D??14fn rerentor like nrotein ffraament) TArabidODsis 




thalianal 

X X CX J_ CXX X U J 


Qarr Ma 




Seq. ID 


LIB3135-048-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3043432 


BLAST score 


210 


E value 


8.0e-17 



29038 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 
100 

(AJ005348) Ubiquitin conjugating enzyme [Cicer arietinum] 
210071 

LIB3135-048-Q1-K1-F11 

BLASTX 

gll70898 

364 

7.0e-35 

99 

80 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_629659_pir S44167 malate dehydrogenase, mitochondrial 

- cider tree >gi_473206_emb_CAA55383_ (X78800) 
mitochondrial malate dehydrogenase [Eucalyptus gunnii] 



Seq. No. 




beq. id 




Method 


DT HC rny 


NCBI GI 


gzyfol JUU 


dIjAoi score 




E value 


/ . ue — 4 z. 




i j 


% identity 


63 


NCBI Description 


(AJ225027) ribosomal protein L24 [Cicer ariet. 


Seq. No. 


210073 


Seq. ID 


LIB3135-048-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g285741 


BLAST score 


504 


E value 


4.0e-51 


Match length 


141 


% identity 


70 


NCBI Description 


(D14550) EDGP precursor [Daucus carota] 


Seq. No. 


210074 


Seq. ID 


LIB3135-048-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g!170898 


BLAST score 


219 


E value 


5.0e-18 


Match length 


74 


% identity 


65 


NCBI Description 


MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 



>gi_629659_pir S44167 malate dehydrogenase, mitochondrial 

- cider tree >gi_473206_emb_CAA55383_ (X78800) 
mitochondrial malate dehydrogenase [Eucalyptus gunnii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



210075 

LIB3135-048-Q1-K1-G2 

BLASTX 

g465820 

4 62 

3.0e-46 
139 



29039 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

HYPOTHETICAL 18.5 KD PROTEIN C40H1.6 IN CHROMOSOME III 

>gi_280536_pir S28301 hypothetical protein C40H1.6 - 

Caenorhabditis elegans >gi_3874819_emb_CAA79557_ (Z19154) 
C40H1.6 [Caenorhabditis elegans] 



210076 

LIB3135-048-Q1-K1-G3 

BLASTX 

g3021270 

592 

2.0e-61 

162 
69 

(AL022347) serine/threonine kinase 
[Arabidopsis thaliana] 



-like protein 



210077 

LIB3135-048-Q1-K1-G4 

BLASTX 

g2465925 

193 

7.0e-15 

76 

45 

(AF024649) receptor-lik&t serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 


210078 


Seq. ID 


LIB3135-048 


Method 


BLASTX 


NCBI GI 


g3582340 


BLAST score 


375 


E value 


6.0e-36 


Match length 


96 


% identity 


75 


NCBI Description 


(AC005496) 


Seq. No. 


210079 


Seq, ID 


LIB3135-048 


Method 


BLASTX 


NCBI GI 


g4206196 


BLAST score 


474 


E value 


1.0e-47 


Match length 


129 


% identity 


72 


NCBI Description 


(AF071527) 


Seq. No. 


210080 


Seq. ID 


LIB3135-048 


Method 


BLASTX 


NCBI GI 


g82263 


BLAST score 


355 


E value 


1.0e-33 


Match length 


99 


% identity 


73 


NCBI Description 


ubiquinol — 



hypothetical protein [Arabidopsis thaliana] 



-c reductase (EC 1.10.2.2) cytochrome 



29040 



cl precursor (clone pC (1)311) - potato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210081 

LIB3135-048-Q1-K1-G8 

BLASTX 

g465820 

580 

5.0e-60 

152 

66 

HYPOTHETICAL 18.5 KD PROTEIN C40H1.6 IN CHROMOSOME III 

>gi_280536_pir S28301 hypothetical protein C40H1.6 - 

Caenorhabditis elegans >gi_3874819_emb_CAA79557_ (Z19154) 
C40H1.6 [Caenorhabditis elegans] 



Qprr No 


210082 




LTB31 35-04R-O1-K1-H11 

JJlD Jl, J J Ul U X 1\X 11 XX 


Mo t" H rOH 


RT.A^TX 


IX JJ X VJ X 


a2673912 






Hi Vct.LU.t2 






120 


O X KJLsZlL t» J- L> _y 


67 


NCBI Description 


(AC002561) unknown protein [Arabidopsis ' 


JC^i IN W * 


X \y W O *J 


If 


XjXJdoxoj u^±o yx i\x n/ 


l v lts LMlUtJ. 




NPRT GT 








E value 


£. . ue z / 


ft/fa "i~ r>K 1 oti/t^V^ 
IMctUOXl XtJIiyUil 


d. _7 U 




83 


NPRT Dp ^r* Tint ion 


H annnns itiitophodfial trnW crene 


Seq. No. 


210084 


Seq. ID 


LIB3135-048-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g553111 


BLAST score 


172 


E value 


4.0e-12 


Match length 


128 


% identity 


22 


NCBI Description 


(J03625) hydroproline-rich protein [Glyc. 


Seq. No. 


210085 


Seq. ID 


LIB3135-049-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl!72571 


BLAST score 


553 


E value 


6.0e-57 


Match length 


122 


% identity 


84 


NCBI Description 


PHOSPHOENOLPYRUVATE CARBOXYKINASE (ATP) 



>gi_1076277_pir S52637 phosphoenolpyruvate carboxykinase 

(ATP) (EC 4.1.1.49) - cucumber >gi_567102 (L31899) 
phosphoenolpyruvate carboxykinase [Cucumis sativus] 



29041 



Seq. No. 


210086 


Seq. ID 


LIB3135-049-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4138647 


BLAST score 


472 


E value 


2.0e-47 


Match length 


117 


% identity 


74 


NCBI Description 


(AJ011939) peroxidas 


Seq. No. 


210087 


Seq. ID 


LIB3135-049-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl402902 


BLAST score 


123 


E value 


7.0e-14 


Match length 


88 


% identity 


46 


NCBI Description 


(X98323) peroxidase 



>g i_l 4 1 9 3 8 6_ernb_CAA6 7 4 2 8_ 
[Arabidopsis thaliana] 



(X98928) peroxidase ATPlOa 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210088 

LIB3135-049-Q1-K1-A8 

BLASTX 

g870726 

318 

5.0e-30 

71 

93 

(L38260) biotin carboxylase subunit [Nicotiana tabacum] 

>gi_1582354_prf 2118337A Ac-CoA carboxylase: SUBUNIT-biotin 

carboxylase [Nicotiana tabacum] 

210089 

LIB3135-049-Q1-K1-B1 

BLASTN 

g871468 

101 

2.0e-49 

291 

92 

H.annuus mitochondrion genes trnH and trnE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210090 

LIB3135-049-Q1-K1-B10 

BLASTX 

gl762945 

242 

2.0e-20 

79 

61 

(U66269) 
tabacum] 



ORF; able to induce HR-like lesions [Nicotiana 



Seq. No. 



210091 



29042 



Seq. ID 

Method 

NCBI -GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-04 9-Q1-K1-B12 

BLASTX 

g2497752 

261 

8.0e-23 

105 

52 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1321911_emb__CAA65475_ (X96714) lipid transfer protein 
[Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210092 

LIB3135-049-Q1-K1-B2 

BLASTX 

gl905876 

735 

3.0e-78 

148 

97 

(U90879) biotin carboxylase subunit [Arabidopsis thaliana] 
>gi_1916300 (U91414) heteromeric acetyl-CoA carboxylase 
biotin carboxylase subunit [Arabidopsis thaliana] 
>gi_3047099 (AF058826) Arabidopsis thaliana biotin 
carboxylase subunit (GB:U90879) [Arabidopsis thaliana] 



Seq. No. 


210093 


Seq. ID 


LIB3135-049-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


g871468 


BLAST score 


44 


E value 


2.0e-15 


Match length 


130 


% identity 


95 


NCBI Description 


H.annuus mitochondrion genes 


Seq. No. 


210094 


Seq. ID 


LIB3135-049-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3776559 


BLAST score 


295 


E value 


1.0e-26 


Match length 


130 


% identity 


56 


NCBI Description 


(AC005388) Strong similarity 




cdc2 protein kinase homolog . 




gb_AC003970. ESTs gb_Z35332 




gene. [Arabidopsis thaliana] 


Seq. No. 


210095 


Seq. ID 


LIB3135-049-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4138647 


BLAST score 


456 


E value 


1.0e-45 


Match length 


113 



% identity 

NCBI Description 



73 

(AJ011939) peroxidase [Trifolium repens] 



29043 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210096 

LIB3135-049-Q1-K1-C3 

BLASTX 

g3386615 

161 

5.0e-ll 
40 
72 

(AC004665) 
thaliana] 



putative phosphomannomutase [Arabidopsis 



Sea No 


210097 


Q PrT IX) 


LIB3135-049-O1-K1-D4 


Mp"t~hori 


BLASTX 


NCBI GI 


g2245125 


BLAST score 


168 


E value 


8.0e-12 


Match length 


47 


% identity 


62 


NCBI Description 


(Z97343) hypothetical prot 


Seq. No. 


210098 


Seq. ID 


LIB3135-049-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4454016 


BLAST score 


346 


E value 


4.0e-33 


Match length 


117 


% identity 


68 


NCBI Description 


(AL035396) UMP/CMP kinase 




thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



210099 

LIB3135-049-Q1-K1-E11 

BLASTX 

g456568 

282 

2.0e-25 

86 

67 

(L29077) ubiquitin conjugating enzyme [Pisum sativum] 
210100 

LIB3135-049-Q1-K1-E12 

BLASTX 

g3043432 

167 

6.0e-12 

38 
82 

(AJ005348) Ubiquitin conjugating enzyme [Cicer arietinum] 
210101 

LIB3135-049-Q1-K1-E3 

BLASTN 

g2264309 



29044 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

1.0e-25 

189 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJJ3, complete sequence [Arabidopsis thaliana] 

210102 

LIB3135-049-Q1-K1-E4 

BLASTX 

g3046693 

571 

3.0e-59 
110 
91 

(AL022140) 
thaliana] 



receptor like protein (fragment) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210103 

LIB3135-049-Q1-K1-F1 

BLASTX 

g543905 

445 

3.0e-44 

113 

75 

BRASS I NOSTERO ID-REGULATED PROTEIN BRU1 >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 



Seq. No. 


210104 


Seq. ID 


LIB3135-049-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3043432 


BLAST score 


179 


E value 


2.0e-13 


Match length 


38 


% identity 


84 


NCBI Description 


(AJ005348) Ubiquitin conjugating 


Seq. No. 


210105 


Seq. ID 


LIB3135-049-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4490705 


BLAST score 


155 


E value 


7.0e-ll 


Match length 


59 


% identity 


63 


NCBI Description 


(AL035680) ribosomal protein L14 




thaliana] 


Seq. No. 


210106 


Seq. ID 


LIB3135-049-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3894172 


BLAST score 


457 


E value 


1.0e-45 


Match length 


148 



-like protein [Arabidopsis 



29045 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

(AC005312) 
thaliana] 



putative cinnamoyl-CoA reductase [Arabidopsis 



210107 

LIB3135-049-Q1-K1-F6 

BLASTX 

g2981475 

334 

2.0e-31 
122 
56 

(AF053084) 
domestical 



putative cinnamyl alcohol dehydrogenase [Malus 



210108 

LIB3135-049-Q1-K1 

BLASTX 

g2370312 

399 

7.0e-39 

134 

57 

(AJ000995 
(AF069507 



-F8 



DnaJ-like protein [Medicago sativa] >gi_3202020 
DnaJ-like protein MsJl [Medicago sativa] 



Seq. No. 


210109 


Seq. ID 


LIB3135-049-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3327068 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


116 


% identity 


34 


NCBI Description 


(AB014527) KIAA0627 protein [Homo sapiens] 


Seq. No. 


210110 


Seq. ID 


LIB3135-049-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g417073 


BLAST score 


478 


E value 


4.0e-48 


Match length 


121 


% identity 


79 


NCBI Description 


GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH-glutamate 
synthase [Medicago sativa] 

210111 

LIB3135-049-Q1-K1-H1 

BLASTX 

g4454033 

153 

1.0e-10 

44 

64 



29046 



NCBI Description 



(AL035394) putative potassium transport protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210112 

LIB3135-049-Q1-K1-H10 

BLASTX 

g2493144 

356 

7.0e-34 

87 

54 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 





210113 


beq. Lu 


LidjIjj U^t j yl J\l n / 


TV/I /-\ 4— r\ s*^ 

i v ieT_noa 




KffDT (IT 




DiinOl OOUJLC 


445 


j_j v a x <jlc 


2 . Oe-44 


Match length 


118 


% identity 


69 


NCBI Description 


(AJ011939) peroxidase [Trifolium repens] 


Seq. No. 


210114 


Seq. ID 


LIB3135-050-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3264611 


BLAST score 


396 


E value 


2.0e-38 


Match length 


94 


% identity 


79 


NCBI Description 


(AF061511) seven in absentia homolog [Zea mays] 


Seq. No. 


210115 


Seq. ID 


LIB3135-050-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2739279 


BLAST score 


272 


E value 


6.0e-24 


Match length 


114 


% identity 


45 


NCBI Description 


(AJ223177) short chain alcohol dehydrogenase [Nicotiana 



tabacum] >gi_2791348_emb_CAA11154_ (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E valuev 
Match length 



210116 

LIB3135-050-Q1-K1-A2 

BLASTX 

g2274998 

361 

8.0e-35 
74 



29047 



% identity 


95 


NPRT Dp riot ion 


(AJ000233) partial sequence, homology to chromosome 




scaffold proteins [Hordeum vulgare] 


kj >3 v_J • Lw • 


210117 


Seq. ID 


LIB3135-050-Q1-K1-A3 


Method. 


BLASTX 


NCBI GI 


g3882081 


BLAST score 


296 


E value 


6.0e-27 


Match length 


68 




31 


NCBI Description 


(AJ012552) polyubiquitin [Vicia faba] 


Sea No 


210118 


Seq. ID 


LIB3135-050-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4165323 


BLAST score 


165 


E value 


2.0e-ll 


Match lencrth 


42 


% "j neurit 1 t V 


- 81 


NCBI Description 


(AB022442) p-type H+-ATPase [Vicia faba] 


O C • LN * 


210119 


Sea. ID 


LIB3135-050-Q1-K1-A8 


Mpt hod 


BLASTX 


NCBI GI 


gl402912 


BLAST score 


410 


V. Inp 


3. Oe-40 


M^frh 1 encrth 

X -I CI L- wi 1 XCll^ ^— 1 -t 


112 




73 


NCBI Description 


(X98317) peroxidase [Arabidopsis thaliana] 


k-/ • iNU < 


210120 


Seq. ID 


LIB3135-050-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4538947 


BLAST score 


163 


E value 


3.0e-ll 


Match lenath 


44 


& i d^nt 1 1 v 


64 




(AL049483) putative mitochondrial carrier protein 




[Arabidopsis thaliana] 


Sea No 


210121 


Sea ID 


LIB3135-050-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


al076501 


BLAST score 


315 


E value 


5.0e-29 


Match length 


88 


% identity 


67 


NCBI Description 


cell wall protein - alfalfa >gi_3818416 (AF028841) 




proline-rich cell wall protein [Medicago sativa] 



Seq. No. 



210122 



29048 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-050-Q1-K1-B9 

BLASTX 

gl346172 

310 

2.0e-28 

64 

89 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 
>gi_170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210123 

LIB3135-050-Q1-K1-C11 

BLASTX 

g3759184 

165 

1.0e-16 

108 

46 

(AB018441) phi-1 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210124 

LIB3135-050-Q1-K1-C3 

BLASTX 

g3962377 

710 

3.0e-75 

149 

92 

(AJ002551) heat shock protein 70 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210125 

LIB3135-050-Q1-K1-C4 

BLASTN 

g2829205 

88 

7.0e-42 

314 

25 

Gossypium hirsutum cultivar Siokra 1- 
precursor (PRP) mRNA, complete cds 



■2 proline-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210126 

LIB3135-050-Q1-K1-C5 

BLASTX 

g4432832 

228 

7.0e-19 

145 

47 

(AC006283) similar to protein Htf9C [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



210127 

LIB3135-050-Q1-K1-D11 

BLASTX 

g3107905 



29049 





Hi 

w 


BLAST score 


194 


E value 


6.0e-15 


Match length 


114 


% identity 


41 


NCBI Description 


(D85101) 




leaf protein [Ipomoea nil] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210128 

LIB3135-050-Q1-K1-D3 

BLASTX 

g2160191 

173 

2.0e-12 

37 
84 

(AC000132) Identical to A. 
[Arabidopsis thaliana] 



thaliana AtK-1 (gb__X7927 9) 



210129 

LIB3135-050-Q1-K1-D4 

BLASTN 

gl220195 

156 

2.0e-82 

195 

95 

Gossypium hirsutum alcohol dehydrogenase 2a mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210130 

LIB3135-050-Q1-K1-E1 

BLASTX 

g3236242 

422 

2.0e-41 
96 
88 

(AC004684) 
thaliana] 



putative ribosomal protein L36 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210131 

LIB3135-050-Q1-K1-E12 

BLASTN 

g2618602 

38 

7.0e-12 

66 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



210132 

LIB3135-050-Q1-K1-E9 

BLASTX 

g82263 

546 

4.0e-62 
144 



29050 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC (1)311) - potato 

210133 

LIB3135-050-Q1-K1-F10 

BLASTX 

gl710076 

273 

4.0e-24 

71 

75 

REHYDRIN HOMOLOG (DORMANCY- ASSOC I AT ED PROTEIN PBS128) 

>gi_82340__pir S22499 hypothetical protein - chess 

bromegrass (fragment) >gi_17932_emb_CAA44884_ (X63202) ORF 
[Bromus secalinus] 



k_> ~ M * " ^ • 


210134 


Cppr Tf) 
Ocl|< -LU 


LIB3135-050-O1-K1-F11 


Mpthod 


BLASTX 




al29320 




588 


E value 


5.0e-61 


Ma t ch 1 engt h 


151 


% identity 


66 


NCBI Description 


P21 PROTEIN >gi_99943_pir A3317 6 


O " \~\ » IM \J • 


210135 




LTB3135-050-O1-K1-F12 


Method 


BLASTX 


NPRT GT 


a3980393 




338 


E value 


1.0e-31 


Match length 


110 


% identity 


56 


NCBI Description 


(AC004561) putative glutathione S 




thaliana] 


Seq. No. 


210136 


Seq. ID 


LIB3135-050-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4454097 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


52 


% identity 


67 


NCBI Description 


(X85206) hybrid proline-rich prot 


Seq. No. 


210137 


Seq. ID 


LIB3135-050-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2828291 


BLAST score 


147 


E value 


1.0e-09 


Match length 


73 


% identity 


42 


NCBI Description 


(AL021687) putative protein [Arab 



- soybean 



[Arabidopsis 



29051 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210138 

LIB3135-050-Q1-K1-F4 

BLASTX 

g4522005 

303 

4.0e-30 
149 - 
48 

(AC007069) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



210139 

LIB3135-050-Q1-K1-F5 

BLASTX 

g3201615 

180 

3.0e-13 

55 

67 

(AC004 669) unknown protein 



[Arabidopsis thaliana] 



210140 

LIB3135-050-Q1-K1-F6 

BLASTX 

g4455364 

265 

4.0e-23 

104 

49 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 

210141 

LIB3135-050-Q1-K1-F7 

BLASTX 

g3334346 

273 

4.0e-24 

56 

93 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG 

>gi_2852445_dbj_BAA24697_ (AB003378) SUIl homolog [Salix 
bakko] 

210142 

LIB3135-050-Q1-K1-F9 

BLASTX 

gl685003 

343 

3.0e-32 

118 

56 

(U32643) immediate-early salicylate-induced 
glucosyltransferase [Nicotiana tabacum] 



Seq. No. 



210143 



29052 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-050-Q1-K1-G10 

BLASTN 

g2829205 

70 

5.0e-31 

355 

27 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210144 

LIB3135-050-Q1-K1-G2 

BLASTX 

gl706547 

556 

3.0e-57 

139 

77 

GLUCAN ENDO-l,3-BETA-GLUCOSIDASE, BASIC VACUOLAR ISOFORM 

PRECURSOR ( (l->3)-BETA-GLUCAN ENDOHYDROLASE) 

{ (l->3) -BETA-GLUCANASE) {BETA-1, 3-ENDOGLUCANASE) 

>gi_2129912_pir S65077 beta-1, 3-glucanase class I 

precursor - Para rubber tree >gi_1184668 (U22147) 
beta-1, 3-glucanase [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210145 

LIB3135-050-Q1-K1-G3 

BLASTX 

g2827139 

367 

2.0e-35 

87 

79 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_404 9343_emb_CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210146 

LIB3135-050-Q1-K1-G4 

BLASTN 

g3334857 

116 

5.0e-59 

144 

95 

Solanum tuberosum mitochondrial trnC, trnNl, trnY, nad2 
genes 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



210147 

LIB3135-050-Q1-K1-H1 

BLASTX 

g2662341 

568 

8.0e-59 

113 

96 



29053 



NCBI Description 



(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659__ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660__ (D63583) EF-1 alpha 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210148 

LIB3135-050-Q1-K1-H10 

BLASTX 

g3176708 

232 

2.0e-19 

80 

56 

(AC002392) putative proline-rich protein APG [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210149 

LIB3135-050-Q1-K1-H11 

BLASTX 

g3334244 

250 

2.0e-21 

85 
60 

LACTOYLGLUTATH I ONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2113825_einb_CAA73691_ (Y13239) Glyoxalase I [Brassica 
juncea] 



Seq. No. 


210150 


Seq. ID 


LIB3135-050-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2213590 


BLAST score 


137 


E value 


7.0e-15 


Match length 


103 


% identity 


49 


NCBI Description 


(AC000348) T7N9.10 [Arabidopsis thaliana] 


Seq. No. 


210151 


Seq. ID 


LIB3135-050-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3132478 


BLAST score 


320 


E value 


1.0e-29 


Match length 


126 


% identity 


52 


NCBI Description 


(AC003096) bZIP-like protein [Arabidopsis 


Seq. No. 


210152 


Seq. ID 


LIB3135-051-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4006878 


BLAST score 


250 


E value 


2.0e-21 


Match length 


105 



29054 




% identity 


45 


NCBI Description 


(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 


Seq. No. 


210153 


Seq. ID 


LIB3135-051-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2292907 


BLAST score 


363 


E value 


1.0e-34 


Match length 


137 


% identity 


30 


NCBI Description 


(Y10099) P-glycoprotein homologue [Hordeum vulgare] 


Seq. No. 


210154 


Seq. ID 


LIB3135-051-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2695711 


BLAST score 


246 


E value 


7.0e-21 


Match length 


52 


% identity 


81 


NCBI Description 


(AJ001370) cytochome b5 [Olea europaea] 


Seq. No. 


210155 


Seq. ID 


LIB3135-051-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


310 


E value 


1.0e-28 


Match length 


90 


% identity 


68 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


210156 


Seq. ID 


LIB3135-051-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g282994 


BLAST score 


333 


E value 


1. Oe-31 


Match length 


73 


% identity 


84 


NCBI Description 


Sipl protein - barley >gi_167100 (M77475) seed imbibition 




protein [Hordeum vulgare] 


Seq. No. 


210157 


Seq. ID 


LIB3135-051-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3980391 


BLAST score 


249 


E value 


1.0e-21 


Match length 


85 


% identity 


60 


NCBI Description 


(AC004561) putative glutathione S-transf erase [Arabidopsi 




thaliana] 


Seq. No. 


-210158 


Seq. ID 


LIB3135-051-Q1-K1-B12 



29055 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464621 

376 

2.0e-36 

96 

75 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Meseiabryanthemum crystallinum] 

210159 

LIB3135-051-Q1-K1-B2 

BLASTX 

g2119360 

486 

5.0e-49 

95 

65 

calmodulin {clone PCM2) - potato (fragment) >gi_687698 
(U20291) calmodulin [Solanum tuberosum] >gi_687702 (U20293) 
calmodulin [Solanum tuberosum] 



Seq. No. 


210160 


Seq. ID 


LIB3135-051-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2605932 


BLAST score 


529 


E value 


4.0e-54 


Match length 


128 


% identity 


80 


NCBI Description 


(AF029898) aspartate 


Seq. No. 


210161 


Seq. ID 


LIB3135-051-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g416650 


BLAST score 


329 


E value 


1.0e-35 


Match length 


142 


% identity 


59 


NCBI Description 


PROBABLE GLUTATHIONE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PGNT35/PCNT111) >gi_100304_pir S 162 68 auxin- induced 

protein (clone pGNT35) - common tobacco 
>gi_19797_emb_CAA39706_ (X56265) auxin-induced protein 
[Nicotiana tabacum] >gi_19801_emb_CAA39710_ (X56269) 
auxin-induced protein [Nicotiana tabacum] 

210162 

LIB3135-051-Q1-K1-C1 

BLASTN 

g2829205 

123 

1.0e-62 

361 
17 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 



29056 



precursor (PRP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210163 

LIB3135-051-Q1-K1-C10 

BLASTX 

gl420887 

171 

2.0e-12 

80 
41 

(U34334) non-specific lipid transfer-like protein 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210164 

LIB3135-051-Q1-K1-C12 

BLASTX 

gll68328 

296 

4.0e-27 

86 

64 

ACT IN- LIKE PROTEIN 3 >gi_629878_pir S48844 actin-like 

protein - slime mold (Dictyostelium discoideum) 

>gi_2130164_pir S69002 actin-like protein - slime mold 

(Dictyostelium discoideum) >gi_5 6334 6_emb_CAA8 655 3_ 
(Z46418) actin-like protein [Dictyostelium discoideum] 



Seq. No. 


210165 


Seq. ID 


LIB3135-051-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2708743 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


113 


% identity 


33 


NCBI Description 


(AC003952) putative Tal-l-like reverse transcriptase 




[Arabidopsis thaliana] 


Seq. No. 


210166 


Seq. ID 


LIB3135-051-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4115368 


BLAST score 


363 


E value 


1.0e-34 


Match length 


124 


% identity 


56 


NCBI Description 


(AC005957) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


210167 


Seq. ID 


LIB3135-051-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3850108 


BLAST score 


367 


E value 


4.0e-35 


Match length 


110 


% identity 


62 


NCBI Description 


(AL033388) putative calcium-transporting atpase 



29057 



[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210168 

LIB3135-051-Q1-K1-C9 

BLASTX 

g4544434 

182 

1.0e-13 

87 

51 

(AC006955) putative DNA-directed RNA polymerase II 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210169 

LIB3135-051-Q1-K1-D10 

BLASTX 

g464621 

213 

3.0e-17 

91 

53 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

210170 

LIB3135-051-Q1-K1-D12 

BLASTX 

g629483 

281 

4.0e-25 

113 

51 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

210171 

LIB3135-051-Q1-K1-D2 

BLASTX 

g4127781 

176 

9.0e-13 

38 

23 

(AJ012588) Notchless protein [Drosophila melanogaster] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



210172 

LIB3135-051-Q1-K1-D4 

BLASTX 

g!22007 

227 

7.0e-19 

67 

67 



29058 



NCBI Description 



HISTONE H2A >gi_100161_pir S114 98 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 
- 149) [Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210173 

LIB3135-051-Q1-K1-D6 

BLASTX 

g82263 

365 

6.0e-35 

119 

69 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor {clone pC (1)311) - potato 



210174 

LIB3135-051-Q1-K1-D7 

BLASTN 

gl3193 

33 

6.0e-09 

33 

100 

Mitochondrion Oenothera berteriana gene 
protein S14 



for ribosomal 



210175 

LIB3135-051-Q1-K1-E1 

BLASTX 

g2244847 

449 

1.0e-44 

125 
69 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

210176 

LIB3135-051-Q1-K1-E11 

BLASTX 

g2792185 

329 

8.0e-31 

108 

12 

(AJ002236) Hcr9-9B [Lycopersicon pimpinellif olium] 
210177 

LIB3135-051-Q1-K1-E3 

BLASTX 

gl076668 

674 

4.0e-71 

133 

95 

NADH dehydrogenase (EC 1.6.99.3) - potato 
>gi_639834_emb_CAA58823_ (X83999) NADH dehydrogenase 



29059 




[Solarium tuberosum] 



Seq. No. 210178 

Seq. ID LIB3135-051-Q1-K1-E5 

Method BLASTX 

NCBI GI g3608479 

BLAST score 354 

E value 1.0e-33 

Match length 101 

% identity 70 

NCBI Description (AF088912) ribosomal protein L15 [Petunia x hybrida] 

Seq. No. 210179 

Seq. ID LIB3135-051-Q1-K1-E9 

Method BLASTX 

NCBI GI g4455223 

BLAST score 407 

E value 7.0e-40 

Match length 123 

% identity 25 

NCBI Description (AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 

Seq. No. 210180 

Seq. ID LIB3135-051-Q1-K1-F1 

Method BLASTX 

NCBI GI g3746069 

BLAST score 153 

E value 5.0e-10 

Match length 91 

% identity 31 

NCBI Description (AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 

Seq. No. 210181 . , 

Seq. ID LIB3135-051-Q1-K1-F10 

Method BLASTN 

NCBI GI g2695738 

BLAST score 146 

E value 2.0e-76 

Match length 205 

% identity 93 

NCBI Description Pisum sativum mitochondrial tRNA-Gly gene and flanking 
sequences 

Seq. No. 210182 

Seq. ID LIB3135-051-Q1-K1-F12 

Method BLASTX 

NCBI GI g2244831 

BLAST score 162 

E value 4.0e-ll 

Match length 4 9 

% identity 67 

NCBI Description (Z97337) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 210183 

Seq. ID LIB3135-051-Q1-K1-F3 



29060 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3522943 

187 

4.0e-14 

86 

49 

(AC004411) 



putative p-glycoprotein [Arabidopsis thaliana] 



210184 

LIB3135-051-Q1-K1-F5 

BLASTX 

g3184098 

381 

1.0e-36 
150 
55 

(AL023777) 
pombe] 



coenzyme a synthetase [Schizosaccharomyces 



210185 

LIB3135-051-Q1-K1-F7 

BLASTX 

gl33867 

486 

4.0e-49 

121 

79 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



210186 

LIB3135-051-Q1-K1-G10 

BLASTX 

g729882 

665 

4.0e-70 

130 

89 

CASEIN KINASE II 
>gi 1076300_pir 



2.7.1.-) 

(U03984) 



beta 



BETA' CHAIN (CK II) 
_ _ _S47968 casein kinase II (EC 

chain CKB2 - Arabidopsis thaliana >gi_467975 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi_2245122_emb_CAB10544_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 

210187 

LIB3135-051-Q1-K1-G3 

BLASTX 

g3522943 

296 

9.0e-27 

138 

34 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 



Seq. No. 



210188 



29061 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-051-Q1-K1-G6 
BLASTX 
g2815246 
225 

2.0e-18 

55 
73 

(X95709) class I type 2 metallothionein [Cicer arietinum] 
210189 

LIB3135-051-Q1-K1-G7 

BLASTX 

g417103 

438 

1.0e-43 

91 
97 

HI STONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB0157 60) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb__CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 


210190 


Seq. ID 


LIB3135-051-Q1-K1- 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


457 


E value 


1.0e-45 


Match length 


119 


% identity 


77 


NCBI Description 


(U73747) annexin 


Seq. No. 


210191 


Seq. ID 


LIB3135-051-Q1-K1 


Method 


BLASTX 


NCBI GI 


gl084453 


BLAST score 


401 


E value 


4.0e-39 


Match length 


83 


% identity 


55 


NCBI Description 


calmodulin - rice 



29062 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210192 

LIB3135-051-Q1-K1-H11 ' 

BLASTX 

g3540219 

212 

3.0e-17 

81 

48 

(D87686) KIAA0017 protein [Homo sapiens] 
210193 

LIB3135-051-Q1-K1-H7 

BLASTX 

g2497543 

593 

1.0e-61 

123 
95 

PYRUVATE KINASE/ CYT0S0LIC ISOZYME >gi_542061_pir S4137 9 

pyruvate kinase - common tobacco >gi_444023_emb_CAA82628_ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 

210194 

LIB3135-051-Q1-K1-H8 

BLASTX 

gl843527 

612 

7.0e-64 

136 

88 

(U73747) annexin [Gossypium hirsutum] 
210195 

LIB3135-051-Q1-K1-H9 

BLASTX 

g487006 

469 

4.0e-47 

124 

79 

protoporphyrin IX magnesium chelatase - garden snapdragon 
>gi_312129_emb_CAA51664_ (X73144) protoporphyrin IX:Mg 
Chelatase [Antirrhinum majus] 

210196 

LIB3135-052-Q1-K1-A11 

BLASTX 

g2497752 

230 

4.0e-19 

84 

55 

NONSPECIFIC LIP ID- TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi__1321911__emb_CAA65475_ (X96714) lipid transfer protein 
[Prunus dulcis] 



Seq. No. 



210197 



29063 



CI 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-052-Q1-K1-A4 

BLASTX 

gl350680- 

516 

1.0e-52 

117 

84 

60S RIBOSOMAL PROTEIN LI 
210198 

LIB3135-052-Q1-K1-A6 

BLASTX 

g629483 

317 

3.0e-29 

120 

53 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 


91 HI QQ 


beq. lu 


LiDJiJJ U3Z ^1 I\.L £\y 


Method 


BLASTX 


NCBI GI 


g4469025 


BLAST score 


zyu 


E value 


4 . Ue-zo 


Match length 


7U 


% identity 


jj 


NCBI Description 


(AL035602) putative protein 


Seq. No. 


210200 


Seq. ID 


LIB3135-052-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4566614 


BLAST score 


262 


E value 


6.0e-23 


Match length 


85 


% identity 


74 


NCBI Description 


(AF112887) actin depolymeri 




Populus tremula] 


Seq. No. 


210201 


Seq. ID 


LIB3135-052-Q1-K1-B10 


Method 


BLASTN 


NCBI GI 


g857394 


BLAST score 


38 


E value 


4.0e-12 


Match length 


86 


% identity 


86 


NCBI Description 


Glycine max mRNA for mitoti 


Seq. No. 


210202 


Seq. ID 


LIB3135-052-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2245132 



[Populus alba x 



29064 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



151 

2.0e-10 

44 

70 

(Z97344) syntaxin [Arabidopsis thaliana] 
210203 

LIB3135-052-Q1-K1-B6 

BLASTX 

g2909522 

192 

1.0e-14 

125 

32 

(AL021932) ufaAl [Mycobacterium tuberculosis] 
210204 

LIB3135-052-Q1-K1-C1 

BLASTX 

g2052029 

515 

2.0e-52 

128 

73 

(Y10820) glutathione transferase [Glycine max] 
210205 

LIB3135-052-Q1-K1-C11 

BLASTX 

g!708313 

520 

4.0e-53 

109 

95 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 

210206 

LIB3135-052-Q1-K1-C12 

BLASTX 

g2351580 

159 

8.0e-ll 

89 

39 

(U82433) thymidine diphospho-glucose 4-6-dehydratase 
homolog [Prunus armeniaca] 

210207 

LIB3135-052-Q1-K1-C2 

BLASTX 

gl706547 

338 

1.0e-31 * 
99 



29065 



% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE, BASIC VACUOLAR ISOFORM 

PRECURSOR ( (l->3)-BETA-GLUCAN ENDOHYDROLASE) 

( (l->3) -BETA-GLUCANASE) (BETA-1, 3-ENDOGLUCANASE) 

>gi_2129912_pir S65077 beta-1, 3-glucanase class I 

precursor - Para rubber tree >gi_1184668 (U22147) 
beta-1, 3-glucanase [Hevea brasiliensis] 

210208 

LIB3135-052-Q1-K1-C3 

BLASTX 

gll73187 

602 

9.0e-63 

118 

96 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

210209 -** 

LIB3135-052-Q1-K1-C6 

BLASTX 

g267070 

305 

4.0e-28 

63 

95 

TUBULIN ALPHA- 6 CHAIN >gi_282852_pir JQ1597 tubulin 

alpha-6 chain - Arabidopsis thaliana >gi_166920 (M84699) 
TUA6 [Arabidopsis thaliana] >gi_2244853_emb_CAB10275_ 
(Z97337) tubulin alpha-6 chain { TUA6 ) [Arabidopsis 
thaliana] 

210210 

LIB3135-052-Q1-K1-C8 

BLASTX 

g3860315 

465 

1.0e-46 

103 
83 

(AJ012684) 40S ribosomal protein S19 [Cicer arietinum] 
210211 

LIB3135-052-Q1-K1-D10 

BLASTX 

g3319882 

481 

9.0e-49 

96 

96 

(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 



Seq. No. 



210212 



29066 



Seq. ID 


LIB3135-052-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2346978 


BLAST score 


326 


E value 


2.0e-30 


Match length 


83 


% identity 


48 


NCBI Description 


(AB006601) ZPT2-14 [Petunia x hyb. 


Seq. No. 


210213 


Seq. ID 


LIB3135-052-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g!00935 


BLAST score 


252 


E value 


8.0e-22 


Match length 


108 


% identity 


46 


NCBI Description 


vicilin-like storage protein Glbl 


>gi_22287_emb_CAA41810_ (X59084) 




storage protein [Zea mays] 


Seq. No\ 


210214 


Seq. ID 


LIB3135-052-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3885334 


BLAST score 


471 


E value 


2.0e-47 


Match length 


104 



% identity 

NCBI Description 



86 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210215 

LIB3135-052-Q1-K1-E12 

BLASTX 

g3183088 

206 

3.0e~16 

69 

58 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

210216 

LIB3135-052-Q1-K1-E4 

BLASTX 

gll74867 

338 

9.0e-32 

72 

88 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX UBIQUINONE-BINDING 
PROTEIN QP-C (UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8.2 
KD PROTEIN) >gi_$33687_emb_CAA55862_ (X79275) 
ubiquinol — cytochrome c reductase [Solanum tuberosum] 



29067 



>gi_1094 912_prf 210717 9A cytochrome c 

oxidase : SUBUNIT=8 . 2kD [Solarium tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



210217 

LIB3135-052-Q1-K1-E7 

BLASTX 

gll07526 

212 

5.0e-31 

105 

69 

(X87931) SIEP1L protein [Beta vulgaris] 
210218 

LIB3135-052-Q1-K1-E9 

BLASTX 

g4185153 

171 

3.0e-12 

50 

66 

(AC005724) hypothetical protein [Arabidopsis thaliana] 
210219 

LIB3135-052-Q1-K1-F10 

BLASTX 

g2204224 

214 

3.0e-17 

82 

50 

(Y13849) alpha-galactosidase [Hordeum vulgare] 



210220 

LIB3135-052-Q1-K1-F12 

BLASTX 

gl743354 

578 

6.0e-60 

133 

82 

(Y09876) aldehyde dehydrogenase (NAD+) 



[Nicotiana tabacum] 



210221 

LIB3135-052-Q1-K1-F4 

BLASTX 

g3687251 

391 

6.0e-38 

96 

75 

(AC005169) unknown protein [Arabidopsis thaliana] 
210222 

LIB3135-052-Q1-K1-F5 

BLASTX 

g629483 



29068 



BLAST score 338 
E value 9.0e-32 
Match length 127 
% identity 54 
NCBI Description gene 1-Sc3 protein - European white birch 

>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

210223 

LIB3135-052-Q1-K1-F6 
BLASTX 
g629483 
336 

2.0e-31 

127 
54 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 


210224 


Seq. ID 


LIB3135-052-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


-O QQ1 QCO 

gzyo lyou 


BLAST score 


19b 


E value 


9 . Oe-lo 


Matcn lengtn 


oy 


% identity 




NCBI Description 


Pathogenesis-Related Protein 5d From Nicotiana Tabacum 


Seq. No. 


210225 


Seq. ID 


LIB3135-052-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2369766 


BLAST score 


202 


E value 


8.0e-16 


Match length 


39 


% identity 


95 


NCBI Description 


(AJ001304) hypothetical protein [Citrus x paradisi] 


Seq. No. 


210226 


Seq. ID 


LIB3135-052-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3043432 


BLAST score 


318 


E value 


2.0e-29 


Match length 


60 


% identity 


100 


NCBI Description 


(AJ005348) Ubiquitin conjugating enzyme [Cicer arietinum] 


Seq. No. 


210227 


Seq. ID 


LIB3135-052-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3953471 


BLAST score 


232 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29069 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-19 

68 

66 

(AC002328) F2202.16 [Arabidopsis thaliana] 
210228 

LIB3135-052-Q1-K1-G8 

BLASTX 

g464981 

187 

2.0e-14 

58 
67 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 



210229 

LIB3135-052-Q1-K1-H12 
BLASTX 



MPDT C T 

JNOB1 bi 




BJLiAbi score 


OCT 
ZD / 


Hi varue 


9 n^-^9 


Match length 


100 


% identity 


76 


NCBI Description 


peroxidase (EC. 1.11. 




large-toothed aspen . 




peroidase precursor 


Seq. No. 


210230 


Seq. ID 


LIB3135-052-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g339878 


BLAST score 


157 


E value 


1.0e-10 


Match length 


78 


% identity 


41 


NCBI Description 


(M55169) tripeptidyl 


Seq. No. 


210231 


Seq. ID 


LIB3135-052-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3859602 


BLAST score 


243 


E value 


1.0e-20 


Match length 


97 


% identity 


55 


NCBI Description 


( AF1 04919) contains 



1.7) A3a precursor - Japanese aspen x 



and several S. cerevisiae probable membrane proteins 
(GB:U20865, Z48758, U43491) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210232 

LIB3135-052-Q1-K1-H4 

BLASTX 

gll70507 

374 



29070 



# 

E value 2.0e-36 

Match length 76 

% identity 97 

NCBI Description EUKARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_100276_pir S22579 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_emb_CAA4 3514_ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginif olia] 

Seq. No. 210233 

Seq. ID LIB3135-052-Q1-K1-H5 

Method BLASTX 

NCBI GI g3878494 

BLAST score 224 

E value 2.0e-18 

Match length 125 

% identity 34 

NCBI Description (Z79602) predicted using Genefinder; Similarity to Yeast 
hypothetical protein YAE2 (SW: YAE2_YEAST) ; cDNA EST 
EMBL:T01631 comes from this gene; cDNA EST EMBL:M88949 
comes from this gene [Caenorhabditis elegans] 




Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210234 

LIB3135-053-Q1-K1-A1 

BLASTX 

g2564066 

437 

2.0e-43 

99 

85 

(D45900) LEDI-3 protein [Lithospermum erythrorhizon] 
210235 

LIB3135-053-Q1-K1-A10 

BLASTX 

gl346735 

403 

1.0e-53 

146 

76 

2 , 3 -BIS PHOSPHOGLYCERATE -INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 

>gi 1076562_pir S49647 phosphoglycerate mutase (EC 

5.472.1) - castor bean >gi_474170_emb_CAA4 9995_ (X70652) 
phosphoglycerate mutase [Ricinus communis] 

210236 

LIB3135-053-Q1-K1-A11 

BLASTX 

gll73218 

396 

1.0e-38 

100 

80 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



29071 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210237 

LIB3135-053-Q1-K1-A2 

BLASTX 

g3204106 

401 

3.0e-39 

120 

65 

(AJ006763) putative beta-amilase [Cicer arietinum] 



Seq. No. 210238 

Seq. ID LIB3135-053-Q1-K1-A5 

Method BLASTX 

NCBI GI g3719211 

BLAST score 383 

E value 3.0e-37 

Match length 106 

% identity 77 

NCBI Description (U97021) UIP2 [Arabidopsis thaliana} 

Seq. No. 210239 

Seq. ID LIB3135-053-Q1-K1-A6 

Method BLASTX 

NCBI GI g2347054 

BLAST score 360 

E value 2.0e-34 

Match length 126 

% identity 58 

NCBI Description (X96791) arginine decarboxylase [Vitis vinifera] 

Seq. No. 210240 

Seq. ID LIB3135-053-Q1-K1-B1 

Method BLASTX 

NCBI GI g4467157 

BLAST score 269 

E value 1.0e-23 

Match length 134 

% identity 46 

NCBI Description (AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 

Seq. No. 210241 

Seq. ID LIB3135-053-Q1-K1-B10 

Method BLASTX 

NCBI GI g4512661 

BLAST score 209 

E value 6.0e-17 

Match length 55 

% identity 65 

NCBI Description (AC006931) hypothetical protein [Arabidopsis thaliana] 

>gi_4544468_gb_AAD22375.1_AC006580__7 (AC006580) putative 
DNA binding protein [Arabidopsis thaliana] 



Seq. No. 210242 

Seq. ID LIB3135-053-Q1-K1-B11 

Method BLASTX 



29072 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



g567893 
186 

5.0e-14 

69 
59 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 



Seq. No. 210243 

Seq. ID LIB3135-053-Q1-K1-B3 

Method BLASTX 

NCBI GI gll76658 

BLAST score 161 

E value 3.0e-ll 

Match length 62 

% identity 48 

NCBI Description HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 

Seq. No. 210244 

Seq. ID LIB3135-053-Q1-K1-B5 

Method BLASTX 

NCBI GI g3047098 

BLAST score 240 

E value 3.0e-20 

Match length 67 

% identity 66 

NCBI Description (AF058826) similar to eukaryotic protein kinase domains 

(Pfam: pkinase.hmm, score: 171.43) [Arabidopsis thaliana] 

Seq. No. 210245 

Seq. ID LIB3135-053-Q1-K1-B6 

Method BLASTX 

NCBI GI g4376203 

BLAST score 188 

E value • 1.0e-17 

Match length 104 

% identity 44 

NCBI Description (U35226) putative cytochrome P-450 [Nicotiana 
plumbaginifolia] 

Seq. No. 210246 

Seq. ID LIB3135-053-Q1-K1-B7 

Method BLASTX 

NCBI GI gl711572 

BLAST score 514 

E value 2.0e-52 

Match length 119 

% identity 82 

NCBI Description SUCCINYL-COA LIGASE (GDP-FORMING) , ALPHA-CHAIN PRECURSOR 
{SUCCINYL-COA SYNTHETASE, ALPHA CHAIN) (SCS-ALPHA) 

>gi_1076415_pir S30579 succinate— CoA ligase (GDP-f orming) 

(EC 6.2.1.4) alpha chain - Arabidopsis thaliana (fragment) 
>gi_16510_emb_CAA48891_ (X69138) succinate— CoA ligase 
(GDP-forming) [Arabidopsis thaliana] 



29073 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210247 

LIB3135-053-Q1-K1-B9 

BLASTX 

g2208944 

446 

2.0e-44 

115 

74 

(Y11120) nodulin-35 homologue [Arabidopsis thaliana] 
210248 

LIB3135-053-Q1-K1-C1 

BLASTX 

g2736147 

444 

4.0e-44 
119 
66 

(AF021804) 
thaliana] 



fatty acid hydroxylase Fahlp [Arabidopsis 
>gi_ 3132481 (AC003096) fatty acid hydroxylase, 



FAH1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210249 

LIB3135-053-Q1-K1-C5 

BLASTX 

g2266947 

583 

2.0e-60 

109 

99 

(AF008939) phosphoenolpyruvate carboxylase 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210250 

LIB3135-053-Q1-K1 

BLASTN 

g2829205 

133 

1.0e-68 
348 
17 

Gossypium 
precursor 



■C6 



hirsutum cultivar Siokra 1- 
(PRP) mRNA, complete cds 



-2 proline-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



210251 

LIB3135-053-Q1-K1-C7 

BLASTX 

g2244749 

496 

3.0e-50 

113 

84 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
210252 

LIB3135-053-Q1-K1-D1 
BLASTX 



29074 



NCBI GI g4539302 

BLAST score 361 

E value 1.0e-34 

Match length 80 

% identity 89 

NCBI Description (AL0494 80) putative protein [Arabidopsis thaliana] 

Seq. No. 210253 

Seq, ID LIB3135-053-Q1-K1-D3 

Method BLASTX 

NCBI GI g3309086 

BLAST score 187 

E value 2.0e-14 

Match length 49 

% identity 78 

NCBI Description (AF076253) calcineurin B-like protein 3 [Arabidopsis 
thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210254 

LIB3135-053-Q1-K1-D7 

BLASTX 

gll07526 

384 

4.0e-37 

119 

65 

(X87931) SIEP1L protein [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210255 

LIB3135-053-Q1-K1-D8 

BLASTX 

g2661422 

267 

2.0e-23 

66 

82 

(AJ001342) Putative S-phase-specific ribosomal protein 
[Arabidopsis thaliana] >gi_3096936_emb_CAA18846 . 1_ 
(AL023094) Putative S-phase-specific ribosomal protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210256 

LIB3135-053-Q1-K1-D9 

BLASTX 

g3309086 

269 

1.0e-23 

140 

52 

(AF076253) 
thaliana] 



calcineurin B-like protein 3 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210257 

LIB3135-053-Q1-K1-E1 

BLASTX 

gl23544 

516 



29075 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



1.0e-52 

144 

69 

18.5 KD CLASS I HEAT SHOCK PROTEIN {HSP 18.5) 

>gi_81788_pir S00646 heat shock protein 18.5-C - soybean 

>gi_18654_emb_CAA30154_ (X07160) hspl8.5-C protein (AA 1 - 
161) [Glycine max] 

210258 

LIB3135-053-Q1-K1-E12 

BLASTN 

g3241939 

47 

3.0e-17 

147 

60 

Arabidopsis thaliana chromosome II BAC T26J13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

210259 

LIB3135-053-Q1-K1-E4 

BLASTX 

g2245125 

155 

3.0e-10 

109 

39 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
210260 

LIB3135-053-Q1-K1-E6 

BLASTX 

g2497543 

212 

6.0e-17 

104 

46 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir S41379 

pyruvate kinase - common tobacco >gi_44 4023_emb_CAA82628_ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 

210261 

LIB3135-053-Q1-K1-E8 

BLASTX 

gl706329 

178 

4.0e-13 

101 

45 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi_2146788_pir S65471 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDC2) - Garden pea (fragment) 

>gi_1177605_emb_CAA91445_ (Z66544) pyruvate decarboxylase 
[Pisum sativum] 

210262 

LIB3135-053-Q1-K1-F1 



29076 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4455229 

53 

5.0e-21 

85 
91 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F13M23 



210263 

LIB3135-053-Q1-K1-F12 

BLASTX 

g2529665 

665 

4,0e-70 

144 

90 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
JCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210264 

LIB3135-053-Ql-K^-F3 

BLASTN 

g2829205 

143 

1.0e-74 

387 
19 

Gossypium hirsutum cultivar Siokra 1- 
precursor (PRP) mRNA, complete cds 



2 proline-rich protein 



Seq. No. 
Seq. ID 
Method 



210265 

LIB3135-053-Q1-K1-F5 

BLASTX 

g2281115 

643 

2.0e-67 

150 

82 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 

210266 

LIB3135-053-Q1-K1-F7 

BLASTX 

gl351303 

379 

2.0e-36 

118 

69 

I N DOLE - 3 - GLYCEROL PHOSPHATE SYNTHASE PRECURSOR (IGPS) 
>gi__619732 (U18770) indole-3-glycerol phosphate synthase 
[Arabidopsis thaliana] 

210267 

LIB3135-053-Q1-K1-F9 
BLASTX 



29077 



NCBI GI 


g2252843 


BLAST score 


169 


E value 


/ . ue-iz 


Match length 


9o 


% identity 


45 


NCBI Description 


(Acuijzyjj wo aennition line rouna [AraDiaopsis tnananaj 


Seq. No. 


210268 


beq. XL) 


iiioOlOO~UOO — J\I"bI^ 


Method 


BLASTX 


NCBI GI 


g3757515 


BLAST score 


455 


E value 


2 . Oe-45 


Match length 


142 


% identity 


64 


NCBI Description 


(AC005167) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


210269 


Seq. ID 


LIB313S-UD J-Ql-Kl-Gz 


Method 


TIT 7\ r»mv 

BLASTX 


NCbl bl 




BLAST score 


428 


E value 


3.0e-42 


Match length 


115 


% identity 


69 


NCBI Description 


(AL0217 68) ATP binding protein - like [Arabidopsis 




thaliana] 


Seq. No. 


210270 


Seq. ID 


LIB3135-053-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3986110 


BLAST score 


271 


E value 


7. Oe-24 


Match length 


69 


% identity 


77 


NCBI Description 


(AB012716) heat shock protein 70 cognate [Salix gilgiana] 


Seq. No. 


210271 


Seq. ID 


LIB3135-05J-Q1-K1-G8 


Method 


dIiAoIa 


NCBI GI 


g3913791 


BLAST score 


363 


E value 


1 . Ue-34 


Match length 


80 


% identity 


85 


NCBI Description 


GLUTAMATE — CYSTEINE LIGASE PRECURSOR 




( GAMMA- GLUT AM YLC Y S T E I NE SYNTHETASE) (GAMMA-ECS) (GCS) 




>gi_2407615 (AF017983) gainma-glutamylcysteine synthetase 




[Lycopersicon esculentum] 


Seq. No. 


210272 


Seq. ID 


LIB3135-053-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3702326 


BLAST score 


454 


E value 


3.0e-48 



29078 



Match length 
% identity 
NCBI Description 



130 
72 

(AC005397) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


210273 


Seq. ID 


LIB3135-053-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4531444 


BLAST score 


251 


E value 


2 . Oe-25 


Match length 


101 


% identity 


63 


NCBI Description 


(AC006224) putative protein kinase [Arabidopsis 


Seq. No. 


210274 


Seq. ID 


LIB3135-053-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4539545 


BLAST score 


688 


E value 


9.0e-73 


Match length 


143 


% identity 


94 


NCBI Description 


(Y16644) PRCI [Nicotxana tabacum] 


Seq. No. 


210275 


Seq. ID 


LIB3135-053-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4467129 


BLAST score 


351 


E value 


3.0e-33 


Match length 


121 


% identity 


53 


NCBI Description 


(AL035538) calcium- dependent protein kinase-lik< 




[Arabidopsis thaliana] 


Seq. No. 


210276 


Seq. ID 


LIB3135-053-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g4531444 


BLAST score 


534 


E value 


9.0e-55 


Match length 


131 


% identity 


76 


NCBI Description 


(AC006224) putative protein kinase [Arabidopsis 


Seq. No. 


210277 


Seq. ID 


LIB3135-053-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3935157 


BLAST score 


603 


E value 


9.0e-63 


Match length 


144 


% identity 


81 


NCBI Description 


(AC005106) T25N20.21 [Arabidopsis thaliana] 


Seq. No. 


210278 


Seq. ID 


LIB3135-053-Q1-K1-H9 



29079 



Method 


BLASTX 


NCBI GI 


g2655098 


BLAST score 


430 


E value 


2 . 


Match length 


144 


% identity 


58 


NCBI Description 


(AF023472) peptide transporter [Hordeum vulgare] 


Seq. No. 


210279 


beq. ID 


L±r>o i J 0 - U 0 4 -y 1 — J\I - Ai 


Method 


BLASTN 


NCBI GI 


g871468 


BLAST score 


104 


E value 


3 . Oe-51 


Match length 


320 


% identity 


88 


NCBI Description 


H.annuus mitochondrion genes trnH and trnE 


Seq. No. 


210280 


beq. ID 


LIBoloD-Uo4-Ql-Kl-All 


Metnoa 


BLASTX 


1NO.D-L. bl 


gj.zftzz*i 


BLAST score 


533 


E value 


1.0e-54 


Match length 


107 


% identity 


93 


NCBI Description 


INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 



>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887__emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



Seq. No. 


210281 


Seq. ID 


LIB3135-054-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4455302 


BLAST score 


344 


E value 


2.0e-32 


Match length 


144 


% identity 


42 


NCBI Description 


(AL035528) putative protein [Arabidopsis thaliana] 


Seq. No. 


210282 


Seq. ID 


LIB3135-054-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3901014 


BLAST score 


234 


E value 


2.0e-19 


Match length 


55 


% identity 


76 


NCBI Description 


(AJ130886) metallothionein-like protein class II [Fagus 




sylvatica] 


Seq. No. 


210283 


Seq. ID 


LIB3135-054-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g81454 


BLAST score 


213 



29080 



E value 
Match length 
% identity 
NCBI Description 



1.0e-17 

55 

80 

photosystem II oxygen-evolving complex protein 1 - spinach 

>gi_224916_prf 1204192A photosystem II protein 33kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210284 

LIB3135-054-Q1-K1-B2 

BLASTX 

g2270994 

449 

1.0e-44 

116 
70 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210285 

LIB3135-054-Q1-K1-B3 

BLASTX 

g3885515 

228 

4.0e-36 

96 

83 

(AF084202) similar to ribosomal protein S26 [Medicago 
sativa] 



Seq. No. 


210286 


Seq. ID 


LIB3135-054-Q1-K1-C1 


Method 


BLASTN 


NCBI GI 


g3510339 


BLAST score 


38 


E value 


6.0e-12 


Match length 


157 


% identity 


84 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




K3K7, complete sequence [Arabidops 


Seq. No. 


210287 


Seq. ID 


LIB3135-054-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gll61167 


BLAST score 


314 


E value 


7.0e-29 


Match length 


101 


% identity 


53 


NCBI Description 


(L42466) ethylene-forming enzyme [ 


Seq. No. 


210288 


Seq. ID 


LIB3135-054-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2262114 


BLAST score 


189 


E value 


2.0e-14 


Match length 


89 


% identity 


45 



TAC clone: 



[Picea glauca] 



29081 



NCBI Description (AC002343) cellulose synthase isolog [Arabidopsis thaliana] 





Sea. No. 


210289 




Seq. ID 


LIB3135-054-Q1-K1-C2 




Method 


BLASTX 




NCBI GI 


g4006859 




BLAST score 


263 




F. va 1 ne 


4.0e-23 v ** 




Match length 


99 




% identity 


53 




NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana] 




Sea No 


210290 




Seq. ID 


LIB3135-054-Q1-K1-C5 




Method 


BLASTX 




NCBI GI 


g3980415 




BLAST score 


403 




F 1 IIP 

III V U-L L1C 


2.0e-39 




M^i~ph lenath 


144 




% identity 


56 


'4J 


NCBI Description 


(AC004561) putative tropinone reductase [Arabidopsis 






thaliana] 






210291 




Seq. ID 


LIB3135-054-Q1-K1-C6 


H 


Method 


BLASTX 




NPRT GI 


g2760334 




±jJ_iraO 1 oOUic 


407 


y s 


E value 


9. 0e-40 


H 


Match lenath 


91 






78 




NPRT n*=> <?rri nt" i on 

INuD X i-JKZ O ^-l — L J. vll 


(AC002130) F1N21.5 [Arabidopsis thaliana] 




Sea No 


210292 




Seq. ID 


LIB3135-054-O1-K1-C8 


Pi 








NCBI GI 


g2131751 




BLAST score 


333 




F. va 1 hp 

J_J V Gl-L. U.^* 


4 .Oe-31 




MalT'h 1 prifrfh 


130 




_LU.tJJ.l L.-L u y 


46 




NCBI Description 


hypothetical protein YLR019w - yeast (Saccharomyces 




cerevisiae) >gi 1360322 emb CAA97541 (Z73191) ORF YLR0 






[Saccharoirtyces cerevisiae] 




Sea No 


210293 




Seq. ID 


LIB3135-054-Q1-K1-D1 




Method 


BLASTX 




NCBI GI 


g3063442 




BLAST score 


185 




E value 


9.0e-14 




Match length 


82 




% identity 


51 




NCBI Description 


(AC003981) F22013.6 [Arabidopsis thaliana] 




Seq. No. 


210294 




Seq. ID 


LIB3135-054-Q1-K1-D11 



29082 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2467274 

324 

4.0e-30 

91 
69 

(Z99759) rna binding protein [Schizosaccharomyces pombe] 
210295 

LIB3135-054-Q1-K1-D12 

BLASTX 

g3915847 

483 

5.0e-49 

97 

95 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

210296 

LIB3135-054-Q1-K1-D4 

BLASTX 

g3421109 

490 

2.0e-49 

103 
91 

(AF043533) 20S proteasome beta subunit PBC2 [Arabidopsis 
thaliana] 



Seq. No. 


210297 


Seq. ID 


LIB3135-054-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2911072 


BLAST score 


297 


E value 


5.0e-27 


Match length 


117 


% identity 


56 


NCBI Description 


(AL021960) putative protein 


Seq. No. 


210298 


Seq. ID 


LIB3135-054-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl36644 


BLAST score 


235 


E value 


8.0e-20 


Match length 


54 


% identity 


80 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_100765_pir A34506 

23K ubiquitin carrier protein E2 - wheat >gi__170782 
(M28059) ubiquitin carrier protein [Triticum vulgare] 

210299 

LIB3135-054-Q1-K1-E1 

BLASTX 

g4467137 



29083 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



530 

3.0e-54 

128 

77 

(AL035540) putative protein [Arabidopsis thaliana] 
210300 

LIB3135-054-Q1-K1-E10 

BLASTX 

g4490738 

150 

7.0e-10 

99 

36 

(AL035708) putative protein [Arabidopsis thaliana] 
210301 

LIB3135-054-Q1-K1-E11 

BLASTX 

gl946364 

293 

1.0e-26 

88 

62 

(U93215) lipase isolog [Arabidopsis thaliana] 
210302 

LIB3135-054-Q1-K1-E2 

BLASTX 

g400992 

290 

4.0e-26 

60 

85 

SOS RIBOSOMAL PROTEIN L28, CHLOROPLAST PRECURSOR (CL28) 

>gi 279656 pir R5NT28 ribosomal protein L28 precursor, 

chloroplast - tobacco >gi_20016_emb_CAA48211_ (X68078) 
ribosomal protein CL28 [Nicotiana tabacum] 



Seq. No. 


210303 


Seq. ID 


LIB3135-054 


Method 


BLASTX 


NCBI GI 


g4467137 


BLAST score 


370 


E value 


2.0e-35 


Match length 


139 


% identity 


53 


NCBI Description 


(AL035540) 


Seq. No. 


210304 


Seq. ID 


LIB3135-054 


Method 


BLASTX 


NCBI GI 


g4538929 


BLAST score 


246 


E value 


6.0e-21 


Match length 


63 


% identity 


43 



-Q1-K1-E6 



29084 



NCBI Description (AL049483) putative nucleic acid binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210305 

LIB3135-054-Q1-K1-F10 

BLASTX 

g4510418 

331 

5.0e-31 

117 

56 

(AC006929) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210306 

LIB3135-054-Q1-K1-F11 

BLASTX 

g4102839 

463 

2.0e-46 

114 

78 

(AF016713) LeOPTl [Lycopersicon esculentum] 
210307 

LIB3135-054-Q1-K1-F12 

BLASTX 

gl31770 

344 

2.0e-32 

108 

61 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210308 

LIB3135-054-Q1-K1-F6 

BLAST N 

g2829205 

165 

9.0e-88 

257 

27 

Gossypium hirsutum cultivar Siokra 
precursor (PRP) mRNA, complete cds 



1-2 proline-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210309 

LIB3135-054-Q1-K1-H1 

BLASTX 

g!67367 

483 

5.0e-49 

91 

97 

(L08199) peroxidase [Gossypium hirsutum] 



29085 



# 



Seq. No. 


210310 


Seq. ID 


LIB3135-055-Q1-K1-A1 




BLASTX 


NCBI GI 


g4006890 


BLAST score 


140 


F. va 1 up 


4,0e-09 


Matrb Ipnath 


35 


% i Hpnt" i t" v 


77 


NCBI Description 


(Z99708) ubiquitin — protein ligase- 




T Arshi don^is thalianal 


kJ V^. ■ L^i V— / * 


210311 


Sea ID 


LIB3135-055-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2662343 


RT.AST qpArp 


696 


TP v^3 "I l"! P 

Hi V CLXIXC 


1. Oe-73 


Ma'h/ r,, Vi 1 psn o"t~ 


149 


% i dpnt it v 


91 




fD635811 EF-1 alDha TOrvza satival 


Sea No. 

kj ^ • ill w • 


210312 


Sea ID 

kJ c ■ x x/ 


LIB3135-055-01-K1-A12 






1NO.DX Ijl 




BLAST score 


702 


E value 


2«0e-74 


net l. uii xciiy lu 


150 




91 




OXYGFN-EVOLVING ENHANCER PROTEIN 1 




SriRONTT OF OXYGEN EVOLVING SYSTEM 




THYT-AKOTn MFMRRANR PROTFTN^ 


Spa No 


210313 


Seq. ID 


LIB3135-055-O1-K1-A5 


Mpf" hind 


BLASTX 


NCBI GI 


g4559339 


BLAST score 


422 


F 1 no 

1—1 V GIXLX^ 


1. 0e-41 


i. id L. v^l i ± vli^ L. 1 1 


86 




93 




fAP007087^ Dutative ATP-deDendent 




•Hha 1 i ana 1 

LlidX XClllCl J 




210314 


Spa TD 

UC^£ • XX/ 


LIB3135-055-O1-K1-A6 


l v lc L-XlUvJ. 


RT.ASTX 


NCBI GI 


g2811025 


BLAST score 


590 


E value 


3.0e-61 


Match length 


145 


% identity 


71 


NCBI Description 


ASPARTIC PROTEINASE PRECURSOR >gi_ 




(AB002695) aspartic endopeptidase 



PRECURSOR (0EE1) 



(33 KD 
(33 KD 



Seq. No. 



210315 



29086 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3135-055-Q1-K1-B1 

BLASTX 

g4103635 

267 

2.0e-23 
106 
47 

(AF026538) 



ABA-responsive protein [Hordeum vulgare] 



210316 

LIB3135-055-Q1-K1-B11 

BLASTX 

g2662343 

636 

1.0e-66 

135 
88 

(D63581) EF-1 alpha [Oryza sativa] 
210317 

LIB3135-055-Q1-K1-B12 

BLASTX 

g3122060 

389 

6.0e-38 

96 
74 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_2598657_emb_CAA10847_ (AJ222579) elongation factor 
1-alpha (EFl-a) [Vicia faba] 

210318 

LIB3135-055-Q1-K1-B6 

BLASTX 

g2765837 

105 

8.0e-12 

87 
54 

(Z96936) NAP16kDa protein [Arabidopsis thaliana] 
210319 

LIB3135-055-Q1-K1-B8 

BLASTX 

g974782 

493 

7.0e-50 

99 

99 

(Z49150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 

210320 

LIB3135-055-Q1-K1-B9 

BLASTX 

g2829899 

253 



29087 



E Value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



1.0e-21 

109 

44 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

210321 

LIB3135-055-Q1-K1-C1 

BLASTX 

g633890 

491 

1.0e-49 

136 

71 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgar e] 



210322 

LIB3135-055 

BLASTX 

gl709761 

665 

5.0e-70 

147 

86 

PROTEASOME 
COMPLEX 27 



-Q1-K1-C10 



27 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
KD SUBUNIT) >gi_1262146_emb_CAA65660_ (X96974) 



proteasome subunit [Spinacia oleracea] 
210323 

LIB3135-055-Q1-K1-C12 

BLASTX 

g2341028 

201 

7.0e-16 

39 

100 

(AC000104) Strong similarity to 60S ribosomal protein L17 
(gb_X01694). EST gb_AA042332 comes from this gene. 
[Arabidopsis thaliana] 

210324 

LIB3135-055-Q1-K1-C2 

BLASTX 

g3757521 

602 

1.0e-62 

132 

81 

(AC005167) unknown protein [Arabidopsis thaliana] 
210325 

LIB3135-055-Q1-K1-C3 

BLASTX 

g2407800 

437 



29088 



CD 



E value 2.0e-43 

Match length 113 

% identity 81 

NCBI Description (Y12575) histone H2A.F/Z [Arabidopsis thaliana] 



Seq. No. 210326 

Seq. ID LIB3135-055-Q1-K1-C4 

Method BLASTX 

NCBI GI g3924597 

BLAST score 202 

E value 9.0e-16 

Match length 127 

% identity 35 

NCBI Description (AF069442) putative oxidoreductase [Arabidopsis thaliana] 

Seq. No. 210327 

Seq. ID LIB3135-055-Q1-K1-C5 

Method BLASTX 

NCBI GI g2274915 

BLAST score 412 

E value 2.0e-40 

Match length 141 

% identity 60 

NCBI Description (AJ000081) beta-1, 3-glucanase [Citrus sinensis] 

Seq. No. 210328 

Seq. ID LIB3135-055-Q1-K1-C6 

Method BLASTX 

NCBI GI g4457221 

BLAST score 312 

E value 1.0e-28 

Match length 100 

% identity 69 

NCBI Description (AF127797) putative bZIP DNA-binding protein [Capsicum 
chinense] 



Seq. No. 210329 

Seq. ID LIB3135-055-Q1-K1-D1 

Method BLASTX 

NCBI GI g4105794 

BLAST score 211 

E value 9.0e-17 

Match length 115 

% identity 40 

NCBI Description (AF049928) PGP224 [Petunia x hybrida] 

Seq. No. 210330 

Seq. ID LIB3135-055-Q1-K1-D10 

Method BLASTX 

NCBI GI g33554 68 

BLAST score 527 

E value 8.0e-54 

Match length 123 

% identity 87 t 

NCBI Description (AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



29089 



Seq. No, 


210331 


Seq. ID 


LIB3135-055-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2462753 


BLAST score 


650 


E value 


3.0e-68 


Match length 


140 


% identity 


81 


NCBI Description 


(AC002292) putative polygalacturonase [Arabit 




thaliana] 


Seq. No. 


210332 


Seq. ID 


LIB3135-055-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2274915 


BLAST score 


438 


E value 


2.0e-43 


Match length 


131 


% identity 


67 


NCBI Description 


(AJ000081) beta-1, 3-glucanase [Citrus sinens 


Sea. No. 


210333 


Seq. ID 


LIB3135-055-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


236 


E value 


9.0e-20 


Match lencrth 


82 




56 


NCBI DescriDtion 


(L22305) corC [Medicago sativa] 


Sea No. 


210334 


Seq. ID 


LIB3135-055-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4559358 


BLAST score 


401 


E value 


4.0e-39 


Match length 


100 


% identity 


75 


NCBI Description 


(AC006585) putative steroid binding protein 




thaliana] 


S^ct No 

kJ> C; ^ • i"w • 


210335 


Seq. ID 


LIB3135-055-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


g2687434 


BLAST score 


166 


E value 


2.0e-88 


Match length 


326 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



88 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

210336 

LIB3135-055-Q1-K1-E1 

BLASTX 

g629483 



29090 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188 

3.0e-14 

71 

56 

gene 1-Sc3 protein - European white birch 

>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322__prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

210337 

LIB3135-055-Q1-K1-E10 

BLASTX 

g430947 

336 

1.0e-31 

90 
78 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

210338 

LIB3135-055-Q1-K1-E11 

BLASTX 

gl711355 

248 

3.0e-21 

^83 
60 

SHORT-CHAIN TYPE DEHYDROGENASE /REDUCTASE 

>gi_421786_pir S34678 short-chain alcohol dehydrogenase - 

Norway spruce >gi_395223_emb__CAA52213_ (X74115) short-chain 
alcohol dehydrogenase [Picea abies] 

210339 

LIB3135-055-Q1-K1-E2 

BLASTX 

g4099914 

305 

7.0e-28 

109 

58 

(U91857) ethylene-responsive element binding protein 
homolog [Stylosanthes hamata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



210340 

LIB3135-055-Q1-K1-E4 

BLASTX 

g755150 

474 

1.0e-47 

130 

78 

(U13670) vacuolar H+- ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] 

210341 

LIB3135-055-Q1-K1-E5 



29091 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3036816 

254 

6.0e-22 

113 

45 

(AL022373) 



myosin-like protein [Arabidopsis thaliana] 



210342 

LIB3135-055-Q1-K1-E9 

BLASTN 

gl399575 

45 

4.0e-16 

69 

91 

Trollius laxus nuclear 
sequence 



26S ribosomal RNA gene, partial 



210343 

LIB3135-055-Q1-K1-F1 

BLASTX 

g872116 

101 

8.0e-12 

102 
46 

(X79770) sti (stress inducible protein) 



[Glycine max] 



210344 

LIB3135-055-Q1-K1-F10 

BLASTX 

g2493482 

141 

1.0e-08 

94 

38 

GLYCEROL KINASE (ATP : GLYCEROL 3 -PHOSPHOTRANSFERASE) 
( GLYCEROKI NAS E ) (GK) >gi_1399490 (U49666) glycerol kinase 
[Pseudomonas aeruginosa] 

210345 

LIB3135-055-Q1-K1-F11 

BLASTX 

g2462762 

272 

4.0e-24 

67 

78 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

210346 

LIB3135-055-Q1-K1-F12 

BLASTX 

g4097579 

598 



29092 



F, value 


3. Oe-62 


Match lenath 


133 




83 


NCBI Description 


(U64922) NTGP1 [Nicotiana tabacum] 




210347 


q pa ID 


LIB3135-055-Q1-K1-F5 


11C L11UU 


BLASTX 


NCBI GI 


g445613 


BLAST score 


363 


F. V3 lllp 

J_J Vu±UC 


1 . Oe-34 


Match 1 pnerth 


141 


3- t H<^n+" "i 1" v 


49 


NCBI Description 


ribosomal protein L7 [Solanum tuberosum] 




210348 


Sea ID 


LIB3135-055-Q1-K1-F6 


L W JC L.11UU 


BLASTX 


NCBI GI 




IjIjxtO J. oL.UI C 


586 


E value 


9.0e-61 


Match length 


137 




84 


MP"RT Hp^nr "i Fit i on 


HEMOGLOBIN II >gi 99509 pir S13378 hemoglobin 


oak >gi 18015 emb _ CAA37898 (X53950) hemoglobin 




rrl ^lifa 1 

V-J _1_ Ci LA \w< C_A J 


beq. lmo. 


210349 


Seq. ID 


LIB3135-055-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3746059 


BLAST score 


548 


E value 


2.0e-56 



II - swamp 



Match length 

% identity 

NCBI Description 



139 
68 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No* 


210350 


Seq. ID 


LIB3135-055 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


357 


E value 


5. Oe-34 


Match length 


118 


% identity 


54 


NCBI Description 


(AL035539) 


Seq. No. 


210351 


Seq. ID 


LIB3135-055 


Method 


BLASTX 


NCBI GI 


g2662415 


BLAST score 


175 


E value 


1.0e-12 


Match length 


53 


% identity 


57 



29093 



NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U97494) metallothionein-like protein [Prunus armeniaca] 
210352 

LIB3135-055-Q1-K1-H1 

BLASTX 

g4240207 

186 

7.0e-14 

99- 
36 

(AB020666) KIAA0859 protein [Homo sapiens] 



210353 

LIB3135-055-Q1-K1-H10 

BLASTX 

g4406759 

198 

3.0e-15 

106 

42 

(AC006836) hypothetical protein 



[Arabidopsis thaliana] 



210354 

LIB3135-055-Q1-K1-H3 

BLASTX 

g3377797 

423 

1.0e-41 

133 

68 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

210355 

LIB3135-055-Q1-K1-H4 

BLASTX 

g421810 

261 

6.0e-23 

51 

94 

acetyl-CoA C-acyltransf erase (EC 2.3.1.16) precursor - 
cucumber 

210356 

LIB3135-055-Q1-K1-H5 

BLASTX 

g3063698 

150 

1.0e-14 

94 

51 

(AL022537) putative protein [Arabidopsis thaliana] 



29094 



Seq. No. 


210357 


Seq. ID 


LIB3135-056-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl514643 


BLAST score 


362 


E value 


3.0e-35 


Match length 


124 


% identity 


38 


NCBI Description 


(Z70524) PDR5-like ABC 


Seq. No. 


210358 


Seq. ID 


LIB3135-056-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4218951 


BLAST score 


282 


E value 


3.0e-25 


Match length 


61 


% i dent it v 


89 


NCBI DescriDtion 


(AF0817 96) fructose-1, 




napus] 


Sea. No. 


210359 


Seq. ID 


LIB3135-056-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2618721 


BLAST score 


169 


E value 


4.0e-12 


Matrh 1 PTinth 


59 


9; "i H f^Tt i — i t" \7 

O JL V_i.v^-lX * U y 


64 


NCBI Description 


(U49072) IAA16 [Arabid 


Qprr No 


210360 


Seq. ID 


LIB3135-056-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2961300 


BLAST score 


186 


E value 


6.0e-14 


Match length 


41 


% identity 


95 



[Spirodela polyrrhiza] 



[Brassica 



NCBI Description (AJ225027) ribosomal protein L24 [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210361 

LIB3135-056-Q1-K1-A8 

BLASTX 

g3123264 

366 

3.0e-35 

83 

86 

60S RIBOSOMAL PROTEIN L27 >gi_2244857__emb_CAB10279_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210362 

LIB3135-056-Q1-K1-B11 

BLASTX 

g2160158 

192 



29095 



E value 
Match length 
% identity 
NCBI Description 



4.0e-15 

42 

86 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



210363 

LIB3135-056-Q1-K1-B5 
BLASTN 



NCBI GI 


g434344 


BLAST score 


44 


E value 


1.0e-15 


M3*l~ph 1 print hi 


64 


S- -J H^n+*"i "h\7 

O X HC1 J. 1 — L L. 


92 




.ci • L. XiCL X X uilG 




( 641bn) 


ot?q» viu * 


91 Cl^fcA 


uCU^ 1U 


LIB313S-r056- 


t ic; uiivu 


BLASTX 


1NOJDX VJX 




BLAST score 


192 


E value 


3.0e-16 


L v la LOU XGily LI1 


xz. u 


% identity 


ft Z 


jNUtsi uescrxption 


I fir UjDjUj / 


oeq. no. 


91 D^fi^ 


beq. lu 


LlDOlOD-UOD 


ruts uiivju. 




LMV^DX wX 




BLAST score 


521 


E value 


3.0e-53 


ToTa 4- Vi 1 orrrrh 
L v lctL,Oil xeiiyuii 


1 9R 

XZ. -J 


^ lQciitiLy 


74 


IN^OX UcoClipLlun 


(Af , nn99Q91 i 




+* H ^ 1 i anal 


beq. no. 


91 Pl^^^ 
ZIUOOO 


Qcipr Tf) 


lllD Jl J J U JU 






NCBI GI 


g2914701 


BLAST score 


462 


E value 


3.0e-46 


Match length 


105 


% identity 


84 


NCBI Description 


(AC003974) ] 


Seq. No. 


210367 


Seq. ID 


LIB3135-056 


Method 


BLASTX 


NCBI GI 


g2352828 


BLAST score 


225 


E value 


1.0e-18 


Match length 


94 


% identity 


35 



; Columbia) mRNA for S18 ribosomal protein 



•Q1-K1-B6 



scarecrow-like 8 [Arabidopsis thaliana] 



putative polygalacturonase [Arabidopsis 



056-Q1-K1-C12 



putative cytochrome b5 [Arabidopsis thaliana] 



29096 



NCBI Description 



(AF009228) NaCl-inducible Ca2+-binding protein [Arabidopsis 
thaliana] 



Seq. No. 


210368 


Seq. ID 


LIB3135-056-Q1-K1H 


Method 


BLASTX 


NCBI GI 


g2653446 


BLAST score 


281 


E value 


2.0e-25 


Match l^ncrth 


57 


% i dent i t v 


95 


NCBI Description 


(AB009077) proton 


Seq. No. 


210369 


Seq. ID 


LIB3135-056-Q1-K1- 


Method 


BLASTX 


NCBI GI 


g399414 


BLAST score 


378 


E value 


1.0e-36 


Match length 


84 


% identity 


90 


NCBI Description 


ELONGATION FACTOR 



[Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_322865_pir JC1454 translation elongation factor eEF-1 

alpha chain - wheat >gi_170776 (M90077) translation 
elongation factor 1 alpha-subunit [Triticum aestivum] 
>gi_949878_emb_CAA90651_ (Z50789) elongation factor 1-alpha 
[Hordeum vulgar e] 

210370 

LIB3135-056-Q1-K1-D3 

BLASTX 

g3193303 

206 

2.0e-16 

102 

40 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



210371 

LIB3135-056-Q1-K1-D4 

BLASTX 

g4539009 

396 

9.0e-39 

97 

73 

(AL04 9481) putative protein [Arabidopsis thaliana] 
210372 

LIB3135-056-Q1-K1-D7 

BLASTX 

g2688619 

176 

7.0e-13 



29097 



Match length 107 
% identity 32 

NCBI Description (AE001169) conserved hypothetical protein [Borrelia 
burgdorferi] 



Seq. No. 


210373 


Qan TD 

OC^j . if 


LIB3135-056-Q1-K1-D8 




BLASTX 


lNk_.D X OX 


crl67381 


RLAST score 


456 


Hi value 


1.0e-49 




105 




95 


LNksOX UCQ^llJ-'l — Lull 


(M19387) storage protein [Gossypium hirsutum] 


>gi 226555_prf 1601521E Lea D-19 gene [Saguinus 


OC4< IN • 


210374 


c pa Tn 

Oc(| • X U 


LIB3135-05 6-O1-K1-E3 


IXlctllOCJ. 


RT.A^TX 


MPRT GT 


g3759184 


DT flQT 1 cprirD 


370 


Hi ValUc 


1. Oe-35 


M;=i+" r*n 1 An nth 
jl id. L- v->i i x i—ii 


109 


t> iaeni,iT,y 




NCBI Description 


y _HlDU lolll } LP11X X j_ LNX^-VJ L.XCH1CI U C-.k-'C-O ULLU J 


Seq. No. 


ZlUo ID 


Seq. ID 


MdjIJj UOO yl ivi i-iO 


Method 


i3i_i_-i.D 1 A. 


NCBI GI 


gl706547 


BLAST score 


508 


TP tt ^ 1 n /^i 


X * VJC ox 


Puff— \ +— j^V"i 1 /~v V\ 

Matcn lenytn 


1 "37 


% identity 


/ 3 


MPT1T nocnyi ri'h i nn 


GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE, BASIC VACUOLAR 


PRFrTTR^OR ( ( 1->31 -BETA-GLUCAN ENDOHYDROLASE) 




f M ->D -RETA-GLUCANASE) (BETA-1, 3-ENDOGLUCANASE) 




>gi 2129912 pir S65077 beta-1, 3-glucanase class 




precursor - Para rubber tree >gi_1184 668 {U22147 




beta-1, 3-glucanase [Hevea brasiliensis] 


Seq. No. 


210376 


Seq. ID 


LIB3135-056-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gll4093 


BLAST score 


253 


E value 


1.0e-21 


Match length 


57 



% identity 

NCBI Description 



84 

RAS-RELATED PROTEIN ARA-5 
small GTP-binding protein 



>gi_217841_dbj_BAA00832_ (D01027) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210377 

LIB3135-056-Q1-K1-E8 

BLASTX 

g3033375 

245 



29098 



E value 
Match length 
% identity 
NCBI Description 



7.0e-21 

124 
44 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210378 

LIB3135-056-Q1-K1-E9 

BLASTX 

g3953466 

441 

9.0e-59 

149 

72 

(AC002328) F20N2.11 [Arabidopsis thaliana] 
210379 

LIB3135-056-Q1-K1-F1 

BLASTX 

g!361991 

361 

1.0e-34 

130 
66 

homeotic protein ATK1 - Arabidopsis thaliana 
>gi_984046_emb_CAA57122_ (X81354) ATK1 [Arabidopsis 
thaliana] >gi_984048_emb_CAA57121_ (X81353) ATK1 
[Arabidopsis thaliana] 



Seq. No. 


210380 


Seq. ID 


LIB3135- 


Method 


BLASTX 


NCBI GI 


g3319774 


BLAST score 


179 


E value 


4.0e-13 


Match length 


39 


% identity 


87 


NCBI Description 


(Y16228) 


Seq. No. 


210381 


Seq. ID 


LIB3135- 


Method 


BLASTX 


NCBI GI 


g267082 


BLAST score 


538 


E value 


2.0e-55 


Match length 


104 


% identity 


94 


NCBI Description 


TUBULIN 




chain - 




tubulin 



BETA- 8 CHAIN >gi_320189_pir JQ1592 tubulin beta- 

Arabidopsis thaliana >gi_166908 (M84705) beta-8 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



210382 

LIB3135-056-Q1-K1-F3 

BLASTX 

g529353 

244 

9.0e-21 



29099 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

113 
46 

(U12757) diphenol oxidase [Acer pseudoplatanus] 
210383 

LIB3135-056-Q1-K1-F5 

BLASTX 

g2827139 

182 

3.0e-27 

132 

54 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_404 9343__emb_CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210384 

LIB3135-056-Q1-K1-G3 

BLASTX 

g!31772 

352 

2.0e-33 

87 

84 

4 OS RIBOSOMAL PROTEIN S14 { CLONE MCH1) 

>gi_82723j?ir A30097 ribosomal protein S14 

maize 



(clone MCH1) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210385 

LIB3135-056-Q1-K1-G5 

BLASTN 

g2924257 

90 

4.0e-43 

249 

91 

Tobacco chloroplast genome DNA 
210386 

LIB3135-056-Q1-K1-G7 

BLASTX 

g549063 

330 

5.0e-31 

81 

78 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj JBAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

210387 

LIB3135-056-Q1-K1-G9 

BLASTX 

g3341490 

538 



29100 



E value 
Match length 
% identity 
NCBI Description 



1.0e-60 

123 
92 

(AJ007705) phospoenolpyruvate carboxylase [Triticuia 
aestivum] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210388 

LIB3135-056-Q1-K1-H4 

BLASTX 

g3023685 

456 

9.0e-46 

97 
92 

ENOLASE { 2-PHOSPHOGLYCERATE DEHYDRATASE) 
( 2 - PHOS PHO- D-GLYCERATE HYDRO- LYASE ) 
>gi_1041245_emb_CAA63121_ (X92377) enolase 
glutinosa] 



[Alnus 



210389 

LIB3135-056-Q1-K1-H6 

BLASTX 

g729985 

201 

1.0e-15 

70 
57 

PROCESSING ALPHA- 1,2 -MANNOS I DAS E ( ALPHA- 1, 2-MANNOSIDASE IB) 
>gi_474278 (U03458) alpha-mannosidase [Mus musculus] 
>gi_3335696 (AF078095) alpha 1, 2-mannosidase IB [Mus 
musculus] 

210390 

LIB3135-057-Q1-K1-A12 

BLASTX 

g417148 

346 

8.0e-33 

109 

61 

PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 26A) 

(G2-4) >gi_99912_pir A33654 heat shock protein 26A - 

soybean >gi_169981 (M20363) Gmhsp26-A [Glycine max] 

210391 

LIB3135-057-Q1-K1-A6 

BLASTX 

g4512661 

182 

7.0e-14 

55 

58 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi__4544468_gb_AAD22375,l_AC006580_7 (AC006580) putative 
DNA binding protein [Arabidopsis thaliana] 



Seq. No. 



210392 



29101 



Seq. .ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-057-Q1-K1-A7 

BLASTX 

g3122071 

563 

4.0e-58 

111 

96 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_2130148_pir S66339 translation elongation factor eEF-1 

alpha chain - maize >gi_1321656_dbj_BAA08249_ (D45408) 
alpha subunit of tlanslation elongation factor 1 [Zea mays] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210393 

LIB3135-057-Q1-K1-A8 

BLASTX 

g3386615 

600 

2.0e-62 
128 
88 

(AC004665) 
thaliana] 



putative phosphomannomutase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210394 

LIB3135-057-Q1-K1-B1 

BLASTX 

g2244993 

252 

1.0e-21 

90 

52 

(Z97341) similarity to AMP-activated protein kinase beta 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210395 

LIB3135-057-Q1-K1-B4 

BLASTX 

g2980793 

402 

2.0e-39 

94 

77 

(AL022197) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210396 

LIB3135-057-Q1-K1-B6 

BLASTX 

g2462761 

206 

7.0e-17 

66 

59 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



210397 

LIB3135-057-Q1-K1-B7 



29102 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2129742 

281 

5.0e-25 

77 

66 

stress-induced protein OZI1 precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_22528 69 (AF013294) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210398 

LIB3135-057-Q1-K1-C2 

BLASTX 

g2493738 

230 

3.0e-19 

102 
42 

ATP-DEPENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT 
(ENDOPEPTIDASE CLP) >gi_1377852 (U55059) ClpP [Yersinia 
enterocolitica] 



Seq. No. 


210399 


oeq. xu 




Method 


BLASTX 


NCBI GI 


g2244781 


BLAST score 


218 


E value 


9.0e-18 


Match length 


74 


% identity 


30 


NCBI Description 


(Z97335) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


210400 


Seq. ID 


LIB3135-057-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3980264 


BLAST score 


525 


E value 


1.0e-53 


Match length 


110 


% identity 


89 


NCBI Description 


(AJ011383) 20S proteasome beta subunit [Cicer arietinum] 


Seq. No. 


210401 


Seq. ID 


LIB3135-057-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g541816 


BLAST score 


376 


E value 


3.0e-36 


Match length 


85 


% identity 


76 


NCBI Description 


protein kinase - common ice plant >gi_457689_emb_CAA82990_ 




(Z30329) protein kinase [Mesembryanthemum crystallinum] 


Seq. No. 


210402 



29103 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-057-Q1-K1-D10 

BLASTX 

g3851636 

269 

3.0e-24 

63 

79 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4128206 
40S ribosome protein S7 [Avicennia marina] 



210403 

LIB3135-057-Q1-K1-D11 

BLASTX 

g!350984 

138 

7.0e-09 

69 

42 

40S RIBOSOMAL PROTEIN S3A >gi_469248 (L31645) ribosomal 
protein S3a [Helianthus annuus] 

210404 

LIB3135-057-Q1-K1-D2 

BLASTX 

g417073 

404 

1.0e-39 

103 
72 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH -glutamate 
synthase [Medicago sativa] 

210405 

LIB3135-057-Q1-K1-D6 

BLASTX 

g3603230 

275 

2.0e-24 

129 

41 

(AF026850) cytochrome oxidase assembly factor [Hoiao 
sapiens] 



210406 

LIB3135-057-Q1-K1-D9 

BLASTX 

g3122326 

208 

5.0e-17 

59 

66 

LEC14B PROTEIN >gi_1181604_dbj_BAA11768_ 
protein [Lithospermum erythrorhizon] 



(D83074) LEC14B 



Seq. No. 



210407 



29104 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3135-057-Q1-K1-E12 

BLASTX 

gl076627 

147 

7.0e-10 

40 
80 

inorganic pyrophosphatase (EC 3.6. 
>gi_790479_emb_CAA58701_ (X83730) 
[Nicotiana tabacum] 



1.1) - common tobacco 
inorganic pyrophosphatase 



210408 

LIB3135-057-Q1-K1-E5 

BLASTX 

g2554835 

398 

6.0e-39 

108 

72 

Chain I, Acetohydroxy Acid Isomeroreductase Complexed With 
Nadph, Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554836_pdb_lYVE_J Chain J, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha {N-Hydroxy-N- 
Isopropyloxamate) >gi_2554837_j>db_lYVE__K Chain K, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha {N-Hydroxy-N- 
Isopropyloxamate) >gi_2554838_pdb_lYVE__L Chain L, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) 

210409 

LIB3135-057-Q1-K1-E8 

BLASTX 

gl67367 

257 

1.0e-22 

86 
62 

(L08199) peroxidase [Gossypium hirsutum] 
210410 

LIB3135-057-Q1-K1-E9 

BLASTX 

g4544399 

521 

3.0e-53 

138 

71 

(AC007047) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



210411 

LIB3135-057-Q1-K1-F11 

BLASTX 

g4544436 



29105 



IJj_iiT.O X 


III" 

218 


TT T7a 1 np 

Hi V a.-L U.C 


1.0e-17 


M^'tr'h 1 encrth 

Liu L ^11 XGiiy Lll 


132 


% identity 


33 


NCBI Description 


(AC006592) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3' partial [Arabidopsis thaliana] 
210412 

LIB3135-057-Q1-K1-F2 

BLA5TX 

g2062164 

282 

3.0e-25 
100 
19 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210413 

LIB3135-057-Q1-K1-F6 

BLASTX 

g2129755 

384 

4.0e-37 

121 

70 

tryptophan synthase (EC 4.2.1.20) alpha chain - Arabidopsis 
thaliana >gi_619753 (U18993) tryptophan synthase alpha 

chain [Arabidopsis thaliana] >gi_1585768 _prf 2201482A Trp 

synthase : SUBUNIT^alpha [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



210414 

LIB3135-057-Q1-K1-F9 

BLASTX 

g3785975 

233 

1.0e-19 

53 
89 

(AC005560) hypothetical protein [Arabidopsis thaliana] 



210415 

LIB3135-057-Q1-K1-G2 

BLASTX 

gll43427 

439 

1.0e-43 

114 
77 

(X73961) heat shock protein 



70 [Cucumis sativus] 



210416 

LIB3135-057-Q1-K1-G3 

BLASTX 

g3043415 

525 

8.0e-54 



29106 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109 
94 

(Y17053) At-hsc70-3 [Arabidopsis thaliana] 
210417 

LIB3135-057-Q1-K1-G5 

BLASTX 

g3023190 

502 

5.0e-51 

132 
74 

14-3-3-LIKE PROTEIN 16R >gi_l 8 8 8 4 5 9_emb_CAA7 2 3 8 1_ (Y11685) 
14-3-3 protein [Solanum tuberosum] 

210418 

LIB3135-057-Q1-K1-G6 

BLASTX 

g417739 

280 

7.0e-25 

73 

75 

MITOCHONDRIAL RIBOSOMAL PROTEIN S19 >gi__319911_pir R3PJ19 

ribosomal protein SI 9 - garden petunia mitochondrion 

210419 

LIB3135-057-Q1-K1-H7 

BLASTN 

g2829205 

72 

3.0e-32 

273 

18 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

210420 

LIB3135-057-Q1-K1-H9 

BLASTX 

gl208498 

140 

4.0e-09 

54 

59 

(D38126) EREBP-2 [Nicotiana tabacum] 
210421 

LIB3135-058-Q1-K1-A11 

BLASTX 

gl469930 

265 

4.0e-23 

96 

58 

(U48777) fiber-specific acyl carrier protein [Gossypium 
hirsutum] 



29107 



Seq. No. 


210422 


Seq. ID 


LIB3135-058-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3153902 


BLAST score 


568 


E value 


1.0e-58 


Match length 


124 


% identity 


88 


NCBI Description 


(AF066076) 14-3-3-like protein [Helianthus annuus] 


Seq. No. 


210423 


Seq. ID 


LIB3135-058-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3135269 


BLAST score 


245 


E value 


8.0e-21 


Match lenath 


146 


% identity 


44 


NCBI Description 


(AC003058) unknown protein [Arabidopsis thaliana] 


Seq* No. 


210424 


Sea. ID 


LIB3135-058-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gll72568 


BLAST score 


235 


E value 


1.0e-19 


Match length 


97 


% identity 


51 


NCBI Description 


LOW MOLECULAR WEIGHT PHOSPHOTYROSINE PROTEIN PHOSPHATASE 



(LOW MOLECULAR WEIGHT CYTOSOLIC ACID PHOSPHATASE) (PTPASE) 

(SMALL TYROSINE PHOSPHATASE) >gi_1076916_pir A55446 

protein-tyrosine-phosphatase (EC 3.1.3.48), low molecular 
weight - fission yeast (Schizosaccharomyces pombe) 
>gi_602992 (L33929) low Mr protein tyrosine phosphatase 
[Schizosaccharomyces pombe] 



Seq. No. 


210425 


Seq. ID 


LIB3135-058-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3953471 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


41 


% identity 


61 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis thaliana 


Seq. No. 


210426 


Seq. ID 


LIB3135-058-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g416652 


BLAST score 


431 


E value 


1.0e-42 


Match length 


108 


% identity 


69 


NCBI Description 


PROBABLE GLUTATHIONE S-TRANSEERASE (AUXIN 



PCNT107) >gi_19793_emb_CAA39707_ (X56266) auxin-induced 



29108 



protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210427 

LIB3135-058-Q1-K1-B12 

BLASTX 

g3420982 

165 

2.0e-ll 

94 

41 

(Z97628) Similarity to Brugia peptidylprolyl isomerase 
(TR:G984562) [Caenorhabditis elegans] 

>gi_3876969_emb_CAB03088_ (Z81080) Similarity to Brugia 
peptidylprolyl isomerase (TR:G984562) [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210428 

LIB3135-058-Q1-K1-B4 

BLASTX 

g585973 

149 

2.0e-09 

110 

36 

FRUCTOKINASE >gi_626018_pir S39997 fructokinase (EC 

2.7.1.4) - potato >gi_297015_emb_CAA78283_ (Z12823) 

fructokinase [Solanum tuberosum] >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210429 

LIB3135-058-Q1-K1-B7 

BLASTX 

g3334146 

613 

5.0e-64 

130 

85 

ENDOCHITINASE 
endochitinase 



2 PRECURSOR >giJL791007 
[Gossypium hirsutum] 



(U78888) class I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210430 

LIB3135-058-Q1-K1-B8 

BLASTX 

g4456760 

373 

8.0e-36 

80 

74 

(AJ000692) osmotin-like protein [Quercus suber] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



210431 

LIB3135-058-Q1-K1-C10 

BLASTX 

g2191150 

426 

5.0e-42 

100 



29109 



% identity 

NCBI Description 



33 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 



Seq. No. 


210432 


Sea ID 


LIB3135-058-Q1-K1-C12 


Mpthod 


BLASTX 


L\ \*s 1—1 -L. \J _L 


g21839 


BLAST score 


732 




7 t Oe-78 


Match Ipncrth 


149 


% id^ntitv 


91 


NCBI Description 


(X57952) phosphoribulokinase 


Seq. No. 


210433 


Seq. ID 


LIB3135-058-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2494076 


BLAST score 


691 


E value 


4.0e-73 


Match length 


138 


% identity 


92 


NCBI Description 


NADP-DEPENDENT GLYCERALDEHYDE 



[Triticum aestivum] 



-3-PHOSPHATE DEHYDROGENASE 
3EHYDE 3-PHOSPHATE 
DEHYDROGENASE) (GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbagini folia] 



Seq. No. 


210434 


Seq. ID 


LIB3135-058-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4235093 


BLAST score 


226 


E value 


2.0e-18 


Match length 


125 


% identity 


42 


NCBI Description 


(AF108944) beta-xylosidase 


Seq. No. 


210435 


Seq. ID 


LIB3135-058-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g461944 


BLAST score 


567 


E value 


2.0e-58 


Match length 


151 


% identity 


74 


NCBI Description 


DNAJ PROTEIN HOMOLOG (DNAJ 




(X67695) cs DnaJ-1 [Cucumi 


Seq. No. 


210436 


Seq. ID 


LIB3135-058-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3132696 


BLAST score 


372 


E value 


7.0e-36 


Match length 


96 



29110 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11 

(AF061962) SAR DNA-binding protein-1 [Pisum sativum] 
210437 

LIB3135-058-Q1-K1-C7 

BLASTX 

g3646373 

685 

2.0e-72 

136 

92 

(AJ011078) RGP1 protein [Oryza sativa] 
210438 

LIB3135-058-Q1-K1-D10 

BLASTN 

g3869069 

33 

6.0e-09 

190 

83 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210439 

LIB3135-058-Q1-K1-D12 

BLASTX 

g3327204 

493 

7.0e-50 

145 

63 

(AB014595) KIAA0695 protein 



[Homo sapiens ] 



210440 

LIB3135-058-Q1-K1-D3 

BLASTX 

g4105683 

559 

1.0e-57 

134 
72 

(AF049892) unknown [Oryza sativa] >gi_4 105692 (AF050155) 
embryo-specific protein [Oryza sativa subsp. indica] 

210441 

LIB3135-058-Q1-K1-D6 

BLASTX 

g3413716 

157 

2.0e-10 

99 

12 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 



29111 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210442 

LIB3135-058-Q1-K1-E12 

BLASTX 

gll72811 

731 

9.0e-78 

143 

95 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_1076751_pir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210443 

LIB3135-058-Q1-K1-E6 

BLASTN 

gll99773 

35 

4.0e-10 

55 

91 

Populus nigra gene for extensin like protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210444 

LIB3135-058-Q1-K1-E8 

BLASTX 

g2765837 

223 

3.0e-18 

99 

52 

(Z96936) NAP16kDa protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210445 

LIB3135-058-Q1-K1-E9 

BLASTX 

g2924784 

142 

2.0e-09 

70 

34 

(AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210446 

LIB3135-058-Q1-K1-F10 

BLASTN 

g2829205 

110 

7.0e-55 

370 

16 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 
Seq. ID 



210447 

LIB3135-058-Q1-K1-F2 



29112 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g541954 

506 

2.0e-51 

136 

75 

ubiquitin extension protein - white lupine 
>gi_438111_emb_CAA80334_ (Z22613) ubiquitin extension 
protein [Lupinus albus] 



oeq - ino . 


Z. -L U *± *± O 




Cnn T H 

oeq. ±u 








RT.ASTX 




NCBI GI 


gz jj^uo ft 




BLAST score 


159 




E value 


8.0e-ll 




Match length 


53 




^ iu.eiix±t.y 


62 




NLbi Description 


(U96613) serine/threonine 


kinase 


oeq. jno . 


210449 




Seq. ID 


LIB3135-058-Q1-K1-F8 




Method 


BLASTX 




MPDT (IT 


gl31772 




BLAST score 


502 




E value 


6.0e-51 




Match length 


125 




% identity 


83 




NCBI Description 


40S RIBOSOMAL PROTEIN S14 


(CLONE 


>gi_82723_pir A30097 ribosomal 




maize 




Seq. No. 


210450 




Seq. ID 


LIB3135-058-Q1-K1-G1 




Method 


BLASTX 




NCBI GI 


g3122914 




BLAST score 


207 




E value 


2.0e-16 




Match length 


84 





(clone MCH1) 



% identity 

NCBI Description 



50 

VALYL-TRNA SYNTHETASE (VALINE — TRNA LIGASE] 
>gi_1890130 (U89986) valyl tRNA synthetase 
thaliana] 



(VALRS) 
[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210451 

LIB3135-058-Q1-K1-G10 

BLASTX 

g4263704 

292 

3.0e-26 

118 

54 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



210452 

LIB3135-058-Q1-K1-G2 



29113 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2911054 

219 

9.0e-18 

128 

44 

(AL021961) 



putative protein [Arabidopsis thaliana] 



210453 

LIB3135-058-Q1-K1-G4 

BLASTX 

g4388717 

603 

8.0e-63 

133 

83 

(AC006413) putative nuclear phosphoprotein (contains 
multiple TPR repeats prosite:QDOC50005) [Arabidopsis 
thaliana] 



Seq. No. 


210454 


Seq. ID 


LIB3135-058-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl477428 


BLAST score 


689 


E value 


7.0e-73 


Match length 


132 


% identity 


97 


NCBI Description 


(X99623) alpha- tubul. 


Seq. No. 


210455 


Seq. ID 


LIB3135-058-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl710590 


BLAST score 


183 


E value 


2.0e-13 


Match length 


92 


% identity 


47 


NCBI Description 


60S ACIDIC RIBOSOMAL 



1 [ Horde um vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



PROTEIN PI (L12) 
ribosomal protein L12 [Zea mays] 



210456 

LIB3135-058-Q1-K1-H1 

BLASTX 

g3885517 

244 

1.0e-20 

71 
59 

(AF084203) similar to Nicotiana 
[Medicago sativa] 

210457 

LIB3135-058-Q1-K1-H10 

BLASTX 

gll69009 

648 



>gi_1209701 (U40147) 



HR lesion-inducing ORF 



29114 



E value 


4 . Oe-68 


Ma1~ph lpncrth 


138 


% identity 


84 


NCBI Description 


CAFFEIC ACID 3-0-METHYLTRANSFERASE 




( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 




3-0-METHYLTRANSFERASE) (COMT) >gi 542009_pir S40146 




catechol O-methyl transferase (EC 2.1.1.6) - cider tree 




>gi 437777 emb CAA52814 (X74814) O-Methyltransf erase 




[Eucalyptus gunnii] 


Seq. No. 


210458 


Seq. ID 


LIB3135-058-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3123745 


BLAST score 


306 


E value 


4.0e-28 


Match length 


113 


% identitv 


49 


NCBI Description 


(AB013447) aluminum-induced [Brassica napus] 


Seq. No. 


210459 


Seq. ID 


LIB3135-058-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3135693 


BLAST score 


295 


F. va 1 hp 


1.0e-26 




83 






NPRT Dpqrr ir>t*i on 


(AF064201) glutathione S— transferase [Gossypium hirsutuin] 




210460 


Seq. ID 


LIB3135-059-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4262236 


BLAST score 


195 


E value 


8.0e-21 


Match lpncrth 


94 


& identitv 


51 


NPRT Hp qrri nt" i on 

i-V ±J -L LJ O J LU L> J. vll 


(APnOfi^OO^ mitativp ribosp ohosr>hate isomerase 




[Arabidopsis thaliana] 


Spa No 


210461 


Seq. ID 


LIB3135-059-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4006859 


BLAST score 


200 


F, valtip 


2 Oe-15 


M^'tT'h 1 pncrt*h 


84 


3; -j Hpnt" "i i~ v 


44 


NCRT Dp qrri nt" 1 on 

-Li ,LJ -1. L*/ w w J— -I— k> _I_ V./ J. X 


(Z997071 Dutative lorotein fArabidonsis thaliana! 


OC^i IN <J * 


J_ v *± U^i 


Seq. ID 


LIB3135-059-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3915008 


BLAST score 


339 


E value 


5.0e-32 



29115 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



SUPEROXIDE D I SMUT AS E, CHLOROPLAST [CU-ZN] PRECURSOR 
>gi_1805502_dbj_BAA12745_ (D85239) superoxide dismutase 
precusor [Oryza sativa] 

210463 

LIB3135-059-Q1-K1-C12 

BLASTX 

g232278 

271 

9.0e-33 

127 

59 

CHLOROPLAST SMALL HEAT SHOCK PROTEIN PRECURSOR 

>gi_100397_pir S16004 heat shock protein 21 - garden 

petunia >gi_14158_emb_CAA38037_ (X54103) heat shock protein 
[Petunia x hybrida] 

210464 

LIB3135-059-Q1-K1-E10 

BLASTX 

gl076627 

677 

2.0e-71 

139 
96 

inorganic pyrophosphatase (EC 3.6.1.1) - common tobacco 
>gi_790479_emb_CAA58701_ (X83730) inorganic pyrophosphatase 
[Nicotiana tabacum] 

210465 

LIB3135-059-Q1-K1-E11 

BLASTX 

gl458245 

233 

2.0e-19 

113 

46 

(U64834) coded for by C. elegans cDNA cml7al; coded for by 
C. elegans cDNA cm7gl; coded for by C. elegans cDNA 
CEMSE26F; similar to methyltransf erases [Caenorhabditis 
elegans] 

210466 

LIB3135-059-Q1-K1-E9 

BLASTX 

g2293566 

723 

7.0e»77 

140 

99 

(AF012896) ADP-ribosylation factor 1 [Oryza sativa] 
210467 

LIB3135-059-Q1-K1-F10 
BLASTX 



29116 



CD 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4204575 
143 

2.0e-09 

47 

55 

(AF098510) cytochrome b5 DIF-F [Petunia x hybrida] 



O vj . JLN \J . 


210468 


e&n TP, 


LIB31 35-05 9-O1-K1-G10 




BLASTX 


MPRT (IT 

1MV^L?X vJX 


a3123264 


DLinO 1 ol/UlC 


421 


ill VCL-l-Ll^ 


1. Oe-41 




88 


% identity 


89 


NCBI Description 


60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb_CABl0279_ 


(Z97337) hypothetical protein [Arabidopsis thaliana 


O e q • IN vj • 


91 0469 

Z. X u *± u _7 


q^rr TD 


LIB3135-G59-01-K1-G11 


Mrt 4— Vi /~s 




jn^jdx ui 


y JUOJJyU 




582 


II 1 TT -1 1 11 A 

Jt> vaxue 




Match length 


128 


% identity 


84 


JNUlSX USSCiipLlOIl 


^AR019Q47^ vrPuP rvirna fabal 


beq. NO. 




beg. iu 


t tr^i ^r— osq-oi -ki -ftQ 


Me Lnoa 


Oi-LTiO 1 A 


JNUox tjx 


rr99fi91 OR 




*± j \j 


lu Vai Lie 


1 0e-50 

X • \J C ^ L/ 


Match length 


130 


% identity 


74 


MfTS T Plea govt r**"! - t on 
LNL/.DX UcoOI lyUlUll 


^Ar009^4?^ unknown nrotein FArabidoosis thalianal 


Cq/t Mrs 


91 0471 

^ X VJ *± /X 


oeq. xu 


T.TR^I ^R-0Sg-Ol-Kl-Hl2 

LtlDJl JJ \J Z* \s X ivX HX£. 


L v iei-noci 


ot nqrry 
OXxriO 1A 




n^7SQ1 R4 


DJJTlJ i. O J_ C 


339 


wal no 


4 Op-32 


Msffh lpncrth 

J. iu <— V — -L -I Lilt 


99 


% identity 


64 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


210472 


Seq. ID 


LIB3135-059-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2462762 


BLAST score 


265 


E value 


4.0e-23 


Match length 


69 


% identity 


74 


NCBI Description 


(AC002292) Highly similar to auxin-induced protein 



29117 



(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210473 

LIB3135-060-Q1-K1-A10 

BLASTX 

g2462929 

224 

2.0e-18 

138 

40 

(Y12295) glutathione transferase 



[Arabidopsis thaliana] 



210474 

LIB3135-060-Q1-K1-A12 

BLASTX 

g3493172 

452 

2.0e-45 

98 
89 

(U89609) fiber annexin [Gossypium hirsutum] 
210475 

LIB3135-060-Q1-K1-A2 

BLASTX 

g2501460 

166 

2.0e-ll 

124 

36 

PROBABLE UBIQUITIN CARBOXYL- TERMINAL HYDROLASE HAUSP 
(UBIQUITIN THIOLESTERASE HAUSP) (UBIQUITIN-SPECIFIC 
PROCESSING PROTEASE HAUSP) (DEUBIQUITINATING ENZYME HAUSP) 
(HERPESVIRUS ASSOCIATED UBIQUITIN-SPECIFIC PROTEASE) 
>gi_1545952_emb_CAA96580_ (Z72499) herpesvirus associated 
ubiquitin-specific protease (HAUSP) [Homo sapiens] 
>gi_4507857__ref_NP_003461.1_pUSP7_ Herpes virus-associated 
ubiquitin-specific protease 



Seq. No. 


210476 


Seq. ID 


LIB3135- 


Method 


BLASTX 


NCBI GI 


g4530595 


BLAST score 


291 


E value 


2.0e-26 


Match length 


105 


% identity 


55 


NCBI Description 


(AF13247 


Seq. No. 


210477 


Seq. ID 


LIB3135- 


Method 


BLASTX 


NCBI GI 


g72287 


BLAST score 


386 


E value 


2.0e-37 


Match length 


125 


% identity 


62 



heme oxygenase 2 [Arabidopsis thaliana] 



29118 



NCBI Description 



(1 



beta-globulin A precursor (clone 94) - upland cotton 
(fragment) >gi_167377 (M16905) legumin precursor [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210478 

LIB3135-060-Q1-K1-B4 

BLASTX 

gll74411 

297 

1.0e-27 

99 

67 

MICROSOMAL SIGNAL PEPTIDASE 18 KD SUBUNIT (SPC18) 
>gi_206978 (L11319) signal peptidase [Rattus norvegicus] 

210479 

LIB3135-060-Q1-K1-B8 

BLASTX 

g!709493 

379 

1.0e-36 

93 

70 

OSMOTIN-LIKE PROTEIN OSML13 PRECURSOR (PA13) 

>gi_419783_pir S30144 osmotin-like protein precursor 

(clone pA13) - Commerson's wild potato 
>gi_21195__emb_CAA47 601_ (X67121) osmotin-like protein 
[Solanum commersonii] >gi_296772_emb_CAA51432_ (X72928) 
osmotin-like protein [Solanum commersonii] 



210480 

LIB3135-060-Q1-K1-B9 

BLASTN 

g2829205 

78 

9.0e-36 

254 

16 

Gossypium hirsutum cultivar Siokra 1- 
precursor (PRP) mRNA, complete cds 



•2 proline-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210481 

LIB3135-060-Q1-K1-C11 

BLASTX 

g3914535 

343 

2.0e-32 

113 

57 

60S RIBOSOMAL PROTEIN L13A >gi_2791948_emb_CAA11283_ 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210482 

LIB3135-060-Q1-K1-C12 

BLASTX 

gl762933 ~ 

219 



29119 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-18 

69 
62 

(U66263) tumor-related protein [Nicotiana tabacum] 
210483 

LIB3135-060-Q1-K1-C5 

BLASTX 

g2739389 

295 

8.0e-27 

111 

14 

(AC002505) Cf-2.2 like protein [Arabidopsis thaliana] 
210484 

LIB3135-060-Q1-K1-C6 

BLASTX 

g2586087 

130 

2.0e-07 

103 

6 

(U72724) receptor kinase-like protein [Oryza sativa] 
210485 

LIB3135-060-Q1-K1-C7 

BLASTX 

g3834321 

174 

2.0e-12 

36 
94 

(AC005679) Strong similarity to F13P17.9 gi_3337356 
transport protein SEC61 alpha subunit homolog from 
Arabidopsis thaliana BAC gb_AC004481. [Arabidopsis 
thaliana] 

210486 

LIB3135-060-Q1-K1-C8 

BLASTX 

g3924597 

248 

3.0e-21 

106 

49 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
210487 

LIB3135-060-Q1-K1-D1 

BLAST N 

g3985957 

52 

3.0e-20 

92 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



29120 



MYN8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210488 

LIB3135-060-Q1-K1-D2 

BLASTN 

g434990 

35 

3.0e-10 

52 
93 

O.berteriana mitochondrial trnl 



gene 



210489 

LIB3135-060-Q1-K1-D3 

BLASTX 

gll66450 

257 

3.0e-22 

55 

85 

(X95262) Tfm5 [Lycopersicon esculentum] 
210490 

LIB3135-060-Q1-K1-D8 

BLASTN 

g485861 

43 

6.0e-15 

156 

85 

T.aestivum mitochondrial nad7 gene for NADH dehydrogenase 
subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210491 

LIB3135-060-Q1-K1-E11 

BLASTX 

g2275215 

185 

8.0e-*14 

116 

34 

(AC002337) hypothetical protein [Arabidopsis thaliana] 
210492 

LIB3135-060-Q1-K1-E2 

BLASTX 

gl345787 

511 

2.0e-57 

135 

90 

CHALCONE SYNTHASE 2 (NARINGENIN-CHALCONE SYNTHASE 2) 
>gi_567937_dbj_BAA05641_ (D26594) chalcone synthase 
[Camellia sinensis] 



Seq. No. 
Seq. ID 



210493 

LIB3135-060-Q1-K1-E3 



29121 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2244754 

158 

1.0e-10 

111 

35 

(Z97335) 



heat shock transcription factor homolog 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



210494 

LIB3135-060-Q1-K1-E4 

BLASTX 

g2956717 

312 

6.0e-29 

79 

71 

(Y09722) beta-carotene hydroxylase 2 [Capsicum annuum] 
210495 

LIB3135-060-Q1-K1-E5 

BLASTX 

g2673918 

210 

1.0e-16 

138 

39 

(AC002561) unknwon protein [Arabidopsis thaliana] 
210496 

LIB3135-060-Q1-K1-F12 

BLASTX 

gll72556 

346 

1.0e-32 

114 

61 

36 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 

(VOLTAGE -DE PENDENT ANION- SELECTIVE CHANNEL PROTEIN) (VDAC) 

(POM 36) >gi_629729__pir S46925 porin II, 36K - potato 

>gi_1076681_pir B55364 porin (clone pPOM 36.2) - potato 

mitochondrion >gi__515360_emb_CAA56600__ (X80387) 36kDA porin 

II [Solanum tuberosum] 

210497 

LIB3135-060-Q1-K1-F2 

BLASTX 

g3643607 

366 

5.0e-35 

89 

76 

(AC005395) unknown protein [Arabidopsis thaliana] 
210498 

LIB3135-060-Q1-K1-F3 
BLASTX 



29122 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3643607 
220 

5.0e-18 

67 
64 

(AC005395) unknown protein [Arabidopsis thaliana] 
210499 

LIB3135-060-Q1-K1-F4 

BLASTX 

g2997593 

255 

6.0e-22 
106 
47 

(AF020816) 
precursor 



glucose- 6-phosphate/phosphate-translocat or 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



210500 

LIB3135-060-Q1-K1-F5 

BLASTX 

gll73256 

266 

2.0e-23 

90 

64 

40S RIBOSOMAL PROTEIN S4 >gi_629496_pir S45026 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 

(X79300) ribosomal protein, small subunit 4e (RS4e) 

[Gossypium hirsutum] 

210501 

LIB3135-060-Q1-K1-F7 

BLASTX 

g3776566 

353 

2.0e-33 

96 

77 

(AC005388) Strong similarity to histone H2A gb__AJ006768 
from Cicer arietinum. [Arabidopsis thaliana] 

210502 

LIB3135-060-Q1-K1-G2 

BLASTX 

g4530585 

339 

7.0e-32 

85 

73 

(AF130978) B12D protein [Ipomoea batatas] 
210503 

LIB3135-060-Q1-K1-G3 

BLASTX 

g4530585 

226 



29123 



E value 


9.0e-19 


Match lenath 


81 


% identitv 


54 


NCBI Description 


(AF130978) B12D protein [Ipomoea batatas] 


Spa No 


210504 


Seq. ID 


LIB3135-060-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2431769 


BLAST score 


228 


F. va 1 hp 

ill V d JL LX 


4 . Oe-19 


Matr*h 1 pncrth 

1 1C1 Vw^J. X -i- V*- 11m Ull 


56 


% identitv 


79 


NCBI Description 


(U62752) acidic ribosomal protein Pla [Zea mays] 


Seq. No. 


210505 


Seq. ID 


LIB3135-060-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3522938 


BLAST score 


146 




2.0e-09 


Mstnh 1 e^ncrth 


84 




39 


NCRT Dp cjrri rit i_ on 


(AC004411) unknown protein [Arabidopsis thaliana] 




210506 

O X U J U v 


S^ct ID 

UCL^ • MLS 


LIB3135-060-O1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4467147 


BLAST score 


483 


V. IT A 1 IIP 


9 . Oe-49 


JL v iCt L.v-'ll icily Lil 


J- O J 




71 


NPRT np9rriDl"i nn 

LN Swf J_h> A. US \^ O W -1 LL/LiJ.vli 


(AL03554 0) putative protein [Arabidopsis thaliana 




210507 


Seq. ID 


LIB3135-061-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


Q4090884 


BLAST score 


452 


E value 


4.0e-45 


Match length 


116 


% identity 


76 


NCBI Description 


(AF025333) vesicle-associated membrane protein 7B 




synaptobrevin 7B [Arabidopsis thaliana] 


Seq. No. 


210508 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-061-Q1-K1-A11 
BLASTX 
g2660670 
303 

1.0e-27 
88 
68 

(AC002342) 
thaliana] 



putative Cu2+-transporting ATPase [Arabidopsis 



29124 



O C LJ * ViKJ • 


9i n^nQ 

x \j >j VJ -/ 


Sea ID 


LIB3135-061-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl669655 


BLAST score 


277 


F. va 1 np 

i_J V -J- Uv 


1.0e-24 


M^i"ph 1 pncfth 


105 


S; 1 Hpfll"! 1"V 


55 


NCBI Descriotion 


(X95962) CER3 [Arabidopsis thaliana] 






Sea. ID 


LIB3135-061-Q1-K1-B1 


Mpt hod 


BLASTN 


NCBI GI 


g3108273 


BLAST score 


60 


F. vsliip 


5. Oe-25 




115 


2- i Hpnt" "i fv 


92 


NTPRT Dp c ?r , T'i ri"h i on 


Gossypiuiu barbadense clone pXP095 repetitive 


Qfc=q • LNO • 


Z.XU JXX 


Qprj TD 

UC\j • X \J 


LIB3135-061-O1-K1-B3 


IXC LllUUi 


BLASTX 


NCBI GI 


g218157 


BLAST score 


145 


F "rra 1 no 

Hi V CtX U.C v 


3 Op-09 


IXlcl L.OI1 XcXiy LI1 


^1 


luciitxcy 




KIPRT Dp^pri n't" i on 

IN^Dl UCO^J — L^J 1 — L Wll 


(D13S12) cvtoDlasinic aldolase TOrvza satival 


C? q r^f KToi 

oeq • ino » 


oi f)R1 9 


q^rr TO 


LIB3135-061-O1-K1-B7 


nc l, liuu 


BLASTX 


NCBI GI 


g602076 


BLAST score 


657 


F xtz* T 11 o 

Hi VGX L1C 


4 Oe-69 


rid LLll xciiy Lll 


136 


& n H oti "i — i +" w 
O XU.C11LX L.y 


P3 


NCBI DescriDtion 


(X77456) pentaiueric polyubic^uitin [Nicotiana 


OtrtJ • IMU • 


91 ART ^ 


OC>-J > X U 


LIR3135-061-O1-K1-B8 

iliD Jl J J VJ UX S£-L IV X i-?KJ 




BLASTX 


NCBI GI 


gl709767 


BLAST score 


177 


E value 


7.0e-13 


Match length 


39 


% identity 


82 


NCBI Description 


36,4 KD PROLINE-RICH PROTEIN >gi 100249 pir 



proline-rich protein TPRP-F1 - tomato 
>gi_19390_emb_CAA43666_ (X61395) proline rich protein 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



210514 

LIB3135-061-Q1-K1-B9 

BLASTX 

g3334259 



29125 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



608 

2.0e-63 
129 
8 6 

WD-40 REPEAT PROTEIN MSI4 >gi_2599092 (AF028711) WD-40 
repeat protein MSI4 [Arabidopsis thaliana] 

210515 

LIB3135-061-Q1-K1-C11 

BLASTX 

g4522005 

173 

2.0e-12 

96 
40 

(AC007069) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210516 

LIB3135-061-Q1-K1-D6 

BLASTX 

gll68493 

421 

1.0e-41 

97 

85 

ARGINASE >gi_602422 (015019) arginase [Arabidopsis 
thaliana] >gi__4325373_gb__AAD17 369_ (AF128396) Arabidops 
thaliana arginase (SW:P46637) (Pfam: PF00491, Score=419 
E=3.7e-142 N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210517 

LIB3135-061-Q1-K1-E8 

BLASTX 

g3249086 

297 

3.0e-27 

70 

83 

(AC004473) Contains similarity to 21 KD subunit of the 
Arp2/3 protein complex (ARC21) gb_AF006086 from Homo 
sapiens. EST gb_Z37222 comes [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



210518 

LIB3135-061-Q1-K1-E9 

BLASTX 

g479713 

544 

7.0e-56 

128 

81 

aspartate carbamoyltransf erase 
210519 

LIB3135-061-Q1-K1-F11 

BLASTN 

g2687435 



- tomato 



29126 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

4.0e-36 

158 
87 

Hamamelis virginiana large subunit 26S ribosomal RNA gene, 
partial sequence 

210520 

LIB3135-061-Q1-K1-F4 

BLASTX 

g4432866 

152 

7.0e-10 

96 

39 

(AC006300) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210521 

LIB3135-061-Q1-K1-F6 

BLASTX 

g39134I8 

160 

4.0e-ll 

75 
47 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1531763_emb_CAA69073_ (Y07765) 
S-adenosylmethionine decarboxylase [Arabidopsis thaliana] 

210522 

LIB3135-061-Q1-K1-F8 

BLASTX 

g3913425 

365 

9.0e-40 

101 

74 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

210523 

LIB3135-061-Q1-K1-F9 

BLASTN 

g434989 

63 

7.0e-27 

107 

90 

O.berteriana mitochondrial trnC and trnN genes 
210524 

LIB3135-061-Q1-K1-G10 

BLASTX 

g!408322 

161 



29127 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-ll 

76 

43 

(D86351) 



cytochrome P-450 (CYP93A2) [Glycine max] 



210525 

LIB3135-061-Q1-K1-G12 

BLASTX 

g2695923 

394 

9.0e-39 

78 

97 

(AJ222775) putative heat shock cognate protein [Hordeum 
vulgare] 

210526 

LIB3135-061-Q1-K1-G7 

BLASTX 

g4510428 

184 

4.0e-14 

77 

45 

(AC006929) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



210527 

LIB3135-061-Q1-K1-G9 

BLASTX 

g2285792 

374 

2.0e-39 

127 

65 

(AB004568) cyanase [Arabidopsis thaliana] 

>gi_3287503_dbj_BAA31224_ (AB015748) cyanase [Arabidopsis 
thaliana] 

210528 

LIB3135-061-Q1-K1-H1 

BLASTX 

g4376220 

263 

3.0e-23 

96 

54 

(AJ001555) pollen allergen, Betvl [Betula pendula] 
210529 

LIB3135-061-Q1-K1-H2 

BLASTX 

g559684 

500 

6.0e-51 

105 
90 



29128 



NCBI Description 


(L36097) aquaporin [Mesembryanthemum crystallinum] 


Sea. No. 


210530 


Seq. ID 


LIB3135-061-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3885884 


BLAST score 


336 


E value 


2.0e-31 


Match lencrth 


68 


% icientitv 


93 


NCBI Description 


(AF093630) 60S ribosomal protein L21 [Oryza sativa] 


Sea No 


210531 


Seq. ID 


LIB3135-061-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl480347 


BLAST score 


292 


K value 

X-j v Crfi -J— 


9. Oe-27 


Match length 


73 


?; i Hpnt i t v 


79 


NCBI Description 


(X99419) ferrodoxin NADP oxidoreductase [Pisum sativum 


Sea. No. 


210532 


Seq. ID 


LIB3135-061-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2245139 


BLAST score 


172 


Tt[ TTZi 1 IIP 
J—i v ax LLC 


2. 0e-12 




62 


% identitv 


53 


NCBI Description 


(Z97344) hypothetical protein [Arabidopsis thaliana] 


Sea No 


210533 


Sea. ID 


LIB3135-061-Q1-K1-H8 




BLASTX 


NCBI GI 


g3023857 


BLAST score 


201 


E value 


^1.0e-15 


Match length 


50 


% identity 


84 


NCBI Description 


GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN >gi_629591__pir S48839 guanine nucleotide 

regulatory protein - rape >gi_563335_emb_CAA83924_ (Z33643) 
guanine nucleotide regulatory protein [Brassica napus] 

210534 

LIB3135-061-Q1-K1-H9 

BLASTX 

g4490292 

278 

7.0e-25 

72 

78 

(AL035678) putative protein [Arabidopsis thaliana] 



Seq. No> 
Seq. ID * 



210535 

LIB313 i 5-062-Ql-Kl-Al 



29129 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g4388726 

470 

3.0e-47 

127 

71 

(AC006413) 



putative 12-oxophytodienoate-10, 11-reductase 



[Arabidopsis thaliana] 
210536 

LIB3135-062-Q1-K1-A10 

BLASTX 

g3041662 

320 

1.0e-29 

68 
91 

14-3-3-LIKE PROTEIN 3 (PBLT3) >gi_1771170_emb_CAA65147 . 1_ 
(X95902) 14-3-3 protein [Lycopersicon esculentum] 

210537 

LIB3135-062-Q1-K1-A11 

BLASTX 

g2274915 

414 

1.0e-40 

130 
63 

(AJ000081) beta-1, 3-glucanase [Citrus sinensis] 
210538 

LIB3135-062-Q1-K1-A12 

BLASTX 

g70639 

668 

2.0e-72 

149 

26 

ubiquitin precursor - Neurospora crassa 

>gi_295930_emb_CAA31530_ (X13140) ubiquitin [Neurospora 
crassa] 

210539 

LIB3135-062-Q1-K1-A2 

BLASTX 

gll66450 

293 

2.0e-26 

65 

78 

(X95262) Tfm5 [Lycopersicon esculentum] 
210540 

LIB3135-062-Q1-K1-A3 

BLASTX 

g710626 

284 



29130 



E value 
Match length 
% identity 
NCBI Description 



2.0e-25 

86 

65 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



*_J C • 1M W . 


210541 


q orr t n 
oeq. ±u 


t.tr^i 3R-062-O1-K1-A4 


Tut/"\ 4— V\ j*\ j^i 

jyiei-noci 


DJj/lO J. A. 




a4455208 


T5T 71 C T cz-i/^t-o 
£jJ_Lrt.o 1 oLUIc 


145 


E value 


3.0e-09 


Match length 


67 


9- "i Wont 1 l 


*± *j 


lNk^-DX UcoOIipLlUn 


(Al, 0^440} mit ative nrotein TArabidoosis thaliana! 


beq. NO. 


91 0^49 


beg. id 


LIdjIjj UDi JM nj 


Ti/t 4- 

Metnoa 


DT 71 CTY 






dLu±o i score 


ft Z 0 


TJ 1 ttsI no 


9 flp-42 


Match length 


117 


% identity 


68 


NCBI Description 


[A^UU J J" / J Li.il JvXIU W 11 piULclll [riL aJJJ.U.upi3xa uiia-L-Laiiaj 


Seq. No* 




beg. id 


t tr^i ^r— n£9— m — pti — z\£ 

LIJdjIjJ UD^ yi JX-L -riO 


Metnoct 




NCBI GI 






326 


E value 


2.0e-30 


Match length 


72 


% identity 


89 


NCBI Description 


(AF051217) probable 4 OS ribosomal protein S15 [Picea 




mariana] 


Seg. No. 


210544 


Seg. ID 


LIB3135-062-Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


133 


E value 


1.0e-68 


Match length 


389 



% identity 22 

NCBI Description Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) roRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value , 
Match length 



210545 

LIB3135-062-Q1-K1-A9 

BLASTX 

g!256509 

621 

7.0e-65 
130 



29131 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



86 

(X92943) 



pectate lyase [Musa acuminata] 



210546 

LIB3135-062-Q1-K1- 

BLASTX 
g3047318 



■BIO 



BLAST score 


631 


F. vp, 1 np 


4 Oe-66 


M^tph 1 pncrth 


127 


% identity 


22 


NCBI Description 


(AF056625) poly-ubiquitin [Magnaporthe grisea] 




210547 




LIB3135-062-O1-K1-B11 




BLASTX 


MPDT (IT 


rr99fl1 086 


.DlxrlO X OOwXtS 




F, VP 1 IIP 


8 . 0e-35 




128 


% identity 


55 


NCBI Description 


(AC002333) indole-3-acetate beta-glucosyltrans: 






oeq . LNO . 


91 f)R4P 




LIB3135-062-O1-K1-B12 


iYiexnoa 




INUJDX lax 


g^ D / / QZO 






Ej value 




\A -~\ 4— ^ 1— i 1 r"i 

LYiaucn xeriycn 


1 ^ 

X J J 


% identity 


67 


NCBI Description 


(U93166) cysteine protease [Prunus armeniaca] 


oeq • lno . 


91 Ci^AQ 


oeq. xu 


T TR^1 ^ — (169-01 — Tfl — R9 

LlDjljJ UOi l\X 


I iC U.L 1UU 


BLASTX 


MfTST PT 
INL-Jdx ul 




■DXirio ± oOvJxc 




JZj VCtXtXt; 




Mafph 1 &"nrri~Vi 

Lid. LOU Ull 


78 


% identity 


94 


NCBI Description 


(AL035356) clathrin coat assembly like protein 




4*ha 1 *i anal 

UliaXXdllCtJ 


Seq. No. 


210550 


Seq. ID 


LIB3135-062-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl350956 


BLAST score 


280 


E value 


7.0e-25 


Match length 


117 


% identity 


79 


NCBI Description 


40S RIBOSOMAL PROTEIN S20 (S22) 


Seq. No. 


210551 


Seq. ID 


LIB3135-062-Q1-K1-B4 



[Arabidopsis 



29132 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g553107 

461 

4.0e-46 

131 

69 

(L04967) triosephosphate isomerase [Oryza sativa] 
210552 

LIB3135-062-Q1-K1-B8 

BLASTX 

g729470 

604 

7.0e-63 

138 

84 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 

(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089__pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA7 9702_ 

(Z21493) mitochondrial formate dehydrogenase precursor 

[Solanum tuberosum] 

210553 

LIB3135-062-Q1-K1-C2 

BLASTX 

g586004 

502 

5.0e-51 

104 

88 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_421962_pir S34267 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - sweet potato 

>gi_542090_pir S40404 superoxide dismutase (EC 1.15.1.1) 

(Cu-Zn) - sweet potato >gi_311971_emb_CAA51654__ (X73139) 
superoxide dismutase [Ipomoea batatas] 

210554 

LIB3135-062-Q1-K1-C4 

BLASTX 

g2829751 

197 

4.0e-15 

107 

39 

MACROPHAGE MIGRATION INHIBITORY FACTOR HOMOLOG (BMMIF) 
>gi_1850559 (U88035) macrophage migration inhibitory factor 
[Brugia malayi] >gi_2190976 (AF002699) macrophage migration 
inhibitory factor [Brugia malayi] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



210555 

LIB3135-062-Q1-K1-C5 

BLASTX 

gl296816 

600 

1.0e-62 
121 



29133 






97 


NCBI DescriDtion 


(X94995) naringenin-chalcone synthase [Juglans sp.] 




210556 


Seq. ID 


LIB3135-062-Q1-K1-C6 


Mpf hnd 


BLASTX 


NPRT GT 

L\ Vj 1 XJ X Vj X 


g2088654 


BLAST score 


142 


E value 


1.0e-08 


naLUii icily lii 


75 


%. i Hon t* "i i~ xt 

O X^wlCll LJ-Uj 


47 




(AF002109) 60S acidic ribosomal protein P0 isolog 




[Arabidopsis thaliana] 




210557 

iXU J J / 


Se»cr ID 


LIB3135-062-Q1-K1-C8 


Mo "h Vi nH 
ne uiiljla 


RLASTX 


NCBI GI 


g3445201 


BLAST score 


227 


TT 1 frs 1 no 

Hi V CLX LLC 


9.0e-19 


riaLOll XcliyL.ll 


131 


15 XUcIll, J. cy 




KfPRT Hp^rrinfinn 

LNk^XJX L/COUJ L LJ 1 — LKJIL 


fAP004786} unknown Drotein TArabidoosis thalianal 


oeq. iNO. 


^XU J JO 


Qprr TD 

uCl^i J. U 


LIB3135-062-O1-K1-D10 


L 1C LilLvLl 


RLASTX 


NCBI GI 


g3925703 


BLAST score 


625 


W. "st a "1 no 

Hi V CL-L LLC 


2 0e-65 


Ma I - r^Vi 1 e^Ti rri - H 
ria LL-ii xciiLj uii 


136 






NPRT Dp «?r*Ti nt i on 


{*X95905^ 14-3-3 orotein TLvcoDersicon esculentuinl 


Qorf Mo 
oclj • LNU • 


91 055Q 




LIB3 135-0 62-01-K1-D12 


11C L11UU 


RTjASTX 


NPRT RT 

Lif U XJ J- \J _L 


a533084 


BLAST score 


341 


E value 


5.0e-32 


Lid L.L11 lCliy Lll 


88 


o x Lit; ii ui L._y 


72 


vtf dt nocpri n1"i nn 

IN^-DX UcoLI ipLlUil 


fnfl75Q7^ rlol -ha — Q c-fparnvl -afvl rarri pr nrntpin dpsaturase 

^ w U 1 ~j Z/ 1 ) LXC X Lu Zs o LCuXUjr X a^j/ X uax J — LCX piULCXll vJ.v> k?a t, ux. <-i w 




nrprnr^nr rThnnbPTrrTa hiatal 


oeq . iNu • 






LIB3135-0 62-O1-K1-D3 


1 J.C L11UU. 


BLASTX 


NCBI GI 


g576773 


BLAST score 


212 


1 no 
Hi Va.XU.fc; 


d 0p-1 7 


Match length 


92 


% identity 


11 


NCBI Description 


(U16956) polyubiquitin [Filobasidiella neoformans] 


Seq. No. 


210561 


Seq. ID 


LIB3135-062-Q1-K1-D7 



29134 



Method 


BLASTX 


NCBI GI 


gl724100 


BLAST score 


518 


K V?5 1 HP 


7 . Oe-53 


Ma +- "1 o r> rrt" Vl 
_ v lG-L-L»ll Xcliy Lll 


120 


o xuciii — l <~ y 


82 


NCBI Description 


(U79765) porin [Mesembryanthemum crystal linum] 




210562 


Sea ID 


LIB3135-062-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3901018 


BLAST score 


184 


E value 


4.0e-14 


Ma +■ r^Vi 1 oTin+H 


79 




_J J_ 


TvTr*"DT Pi<__ o t~ "i r*i+- n on 


( Zi.Tl "3fift qfrpqq and na t" h nrrpn p ^ i *=; — r*p 1 a t oroteii 




o y -L. v cl \— — i- v_» a. j 


uCVjt IN KJ • 


91 nsfis 

_,1UJUJ 


Sea ID 


LIB3135-062-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3114968 


BLAST score 


461 


P T7a 1 11 P 
J_j V GI JL LLC 


4 . Qe-46 


L id L. Oil ICli^ LU 






fin 


NPRT Dp«?rri nt "i nn 


fY14 997) orolidase TSuberites domunculal 


oeq • ino • 


91 nRfi4 

__, J_ U 3 Oft 


Seq. ID 


LIB3135-062-O1-K1-E11 


MpfhoH 


BLASTX 


NCBI GI 


gl542869 


BLAST score 


315 


V Tra Ino 

ill V CLJL LiC 


5 . Oe-29 


r_.ClL-L_-il xcuy Lll 




2- i Won't" i f"ir 

% iu.ciiLJ_L,y 






fZftDI 041 nnl 1 en allerapn Bet v 1 TBetula oendulal 






Seq. ID 


LIB3135-062-Q1-K1-E2 


L. 1 _<>_/L<l 


BLASTX 


NCBI GI 

111 \*r i— ' J. W -L. 


a2997684 


BLAST score 


149 


E value 


7.0e-10 


rid L. on icily til 








JN^DJL JJebCITip UXvJll 


^ri_ UJ jJUi / jJU.L.cti L v c Lidii_)L<xxpL J.uuax aLL± vaLui. 




|__r_wJ_ CLJw'-LLJLW^O JL O L.11CLX-L ClllCL J 


Q __i rr TJo 
064. INvJ • 


91 n^&fi 


Seq. ID 


LIB3135-062-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


329 


E value 


1.0e-30 


Match length 


97 



29135 




% identity 68 

NCBI Description (AL022198) putative protein kinase [Arabidopsis thaliana] 

Seq. No. 210567 

Seq. ID LIB3135-062-Q1-K1-E6 

Method BLASTX 

NCBI GI g!31015 

BLAST score 204 

E value 3.0e-16 

Match length 37 

% identity 89 



NCBI Description PATHOGENES I S-RELATED PROTEIN R MAJOR FORM PRECURSOR 

( THAUMAT IN-LIKE PROTEIN E22) >gi_100385_pir JH0230 

pathogenesis-related protein R precursor - common tobacco 
>gi__19855_emb_CAA33293_ (X15224) thaumatin-like protein 
[Nicotiana tabacum] >gi_19980_emb_CAA31235_ (X12739) 
pathogenesis-related protein R (AA 1 - 226) [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210568 

LIB3135-062-Q1-K1-E7 

BLASTX 

g2982268 

485 

5.0e-49 
106 
90 

(AF051217) 
mariana] 



probable 40S ribosomal protein S15 [Picea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210569 

LIB3135-062-Q1-K1-E8 

BLASTX 

g529353 

155 

3.0e-10 

57 

53 

(U12757) diphenol oxidase [Acer pseudoplatanus] 
210570 

LIB3135-062-Q1-K1-F1 

BLASTX 

g3236242 

425 

5.0e-42 

107 

80 

(AC004684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



210571 

LIB3135-062-Q1-K1-F10 

BLASTX 

g629597 

322 

8.0e-30 



29136 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 
77 

proline-rich protein - rape >gi_545029_bbs_142669 (S68113) 
proline-rich SAC51 [Brassica napus=oilseed rape, pods, 
Peptide, 147 aa] [Brassica napus] 

210572 

LIB3135-062-Q1-K1-F12 

BLASTX 

gll73234 

324 

5.0e-30 

72 

88 

40S RIBOSOMAL PROTEIN S25 >gi_481909_pir S40089 ribosomal 

protein S25 - tomato >gi_435679_emb_CAA54132__ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 

210573 

LIB3135-062-Q1-K1-F3 

BLASTX 

g3980254 

129 

1.0e-ll 

71 

56 

(AJ006053) peroxisomal membrane protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210574 

LIB3135-062-Q1-K1-F5 

BLASTX 

g548751 

220 

7.0e-18 

121 

40 

60S RIBOSOMAL PROTEIN L19 >gi_1079135_pir A61627 ribosomal 

protein L19 - fruit fly (Drosophila melanogaster) 
>gi_400448_emb_CAA52784_ (X74776) ribosomal protein L19 
[Drosophila melanogaster] 

210575 

LIB3135-062-Q1-K1-F6 

BLASTX 

gl710530 

235 

9.0e-20 

61 

77 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_HO7487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



29137 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210576 

LIB3135-062-Q1-K1-G1 

BLASTX 

gll9006 

393 

3.0e-38 

117 

68 

GLUCAN ENDO-l,3-BETA-GLUCOSIDASE, BASIC ISOFORM 
( (l->3) -BETA-GLUCAN ENDOHYDROLASE) ( ( l->3 ) -BETA-GLUCANASE) 
(BETA-1/ 3-ENDOGLUCANASE) >gi_1197520_emb_CAA3728 9_ (X53129) 
1, 3,-beta-D-glucanase [Phaseolus vulgaris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



210577 

LIB3135-062-Q1-K1-G10 

BLASTN 

gl785673 



BLAST score 


EL C 
00 


E value 


q . ue 


Marcn lengrn 


9*31 
Z jl 


% identity 


81 


NCBI Description 


A.thaliana mitochondrial, genome, part A 


Seq. No. 


ZiUO /o 


Seq. ID 




Method 


rsliAbiA 


NCBI GI 


gjoiyd bz 


BLAST score 


478 


E value 


l . ue-ou 


Match length 




% identity 


95 


NCBI Description 


(AJ004960) elongation factor 1-alpha (EFl-a) [C 




arietinum] 


Seq. No. 


of Ann 

210579 


Seq. ID 


LIB3135-062-Q1-K1-G12 


Method 


BLASTN 


NCBI GI 


gl8644 


BLAST score 


41 


E value 


1.0e-13 


Match length 


71 


% identity 


90 


NCBI Description 


Soybean mRNA for HMG-1 like protein 


Seq. No. 


210580 


Seq. ID 


LIB3135-062-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g529353 


BLAST score 


304 


E value 


1.0e-27 


Match length 


131 


% identity 


47 


NCBI Description 


(U12757) diphenol oxidase [Acer pseudoplatanus] 


Seq. No. 


210581 


Seq. ID 


LIB3135-062-Q1-K1-G3 


Method 


BLASTX 



29138 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



g2842482 
373 

6.0e-36 

106 

64 

(AL021749) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210582 

LIB3135-062-Q1-K1-G4 

BLASTX 

g2500523 

267 

2.0e-23 

128 

47 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_2190248_dbj_BAA20371_ (D84472) translation initiation 
factor [Candida albicans] 



Seq. No. 




beq. lu 




Method 


DT 7\ CITY 


NCBI GI 


gloZ4 l/D 


BLAST score 


187 


E value 


2.0e-14 


Match length 


82 


% identity 


A ft 

49 


NCBI Description 


(Z71997) DnaJ-like protein [Medicago sativa] 


Seq. No. 


zlUoo4 


Seq. ID 


LIB3135-062-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3450889 


BLAST score 


114 


E value 


6.0e-12 


Match length 


74 


% identity 


62 


NCBI Description 


(AF083890) 19S proteosome subunit 9 [Arabidopsis 


Seq. No. 


210585 


Seq. ID 


LIB3135-062-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl350736 


BLAST score 


161 


E value 


6.0e-ll 


Match length 


34 


% identity 


91 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 >gi 629673 pir S44313 




protein L37 - tomato >gi_483586_emb__CAA55674_ (X' 




ribosomal protein L37 [Lycopersicon esculentum] 


Seq. No. 


210586 


Seq. ID 


LIB3135-062-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g322551 


BLAST score 


343 



ribosomal 



29139 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-33 

73 

88 

nucleoside-diphosphate kinase (EC 2.7,4.6) - Arabidopsis 
thaliana >gi_16398_emb_CAA49173_ (X69376) nucleoside 
diphosphate kinase [Arabidopsis thaliana] 



210587 

LIB3135-062-Q1-K1-H4 

BLASTX 

gl694976 

367 

4.0e-35 

85 
80 

(Y09482) HMG1 [Arabidopsis thaliana] 
>gi_2832361_emb_CAA74402_ (Y14073) HMG 
thaliana] 



protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210588 

LIB3135-062-Q1-K1-H5 

BLASTN 

g2829205 

94 

2.0e-45 

296 

17 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210589 

LIB3135-062-Q1-K1-H6 

BLASTX 

g!694976 

211 

9.0e-17 

82 
52 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210590 

LIB3135-062-Q1-K1-H7 

BLASTX 

g3264767 

189 

3.0e-14 

54 

67 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210591 

LIB3135-062-Q1-K1-H8 

BLASTX 

gl710780 

373 



29140 



E value 
Match length 
% identity 
NCBI Description 



8.0e-36 
87 

80 * 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



o fci ^ * IN U • 






T TR^1 ^^-nao-ni -K1 -HQ 
LIcjIjj UDt \i± r\.i n.? 


i it; i_jlh_/li 


Diinu 1 z\ 




y *t 11 J JO J 


iDi±t\o ± score 


ft o J. 


Hi ValUC 




Ma "h r^Vi 1 pnrrth 


141 


% identity 


61 


NCBI Description 


(AB013598) UDP-glucose:anthocyanin 5-0 




LVtrlJJcIla 2S. XiyjJX. 1U.CI J 


oeq. NO. 




ocq. iu 


T TR^I 4 R-nni -PI -K1 -R1 1 
iiiDJi'i j uui s. x rvi oil 


Method 




NCBI GI 


gz4o4oou 


hsLiAoi score 


OR J| 


E value 


1 Pis*. T T 


L v ld.L.C[I Icily Lli 


i 

ii j 


% identity 


50 


NCBI Description 


(Z99707) putative protein [Arabidopsis 


Seq. No. 


210594 


Seq. ID 


LIB3145-001-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g729882 


BLAST score 


747 


E value 


1.0e-79 


Match length 


150 


% identity 


87 


NCBI Description 


CASEIN KINASE II BETA 1 CHAIN (CK II) 



>gi_1076300_pir S47968 casein kinase II (EC 2.7.1.-) beta 

chain CKB2 - Arabidopsis thaliana >gi_467975 (U03984) 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi_2245122_emb_CAB10544_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210595 

LIB3145-001-P1-K1-D4 

BLASTX 

gl223926 

198 

6.0e-16 

64 

58 

(U49741) Vigna radiata carboxypeptidase II mRNA, partial 
cds [Vigna radiata] 



Seq. No. 
Seq. ID 
Method 



210596 

LIB3145-001-P1-K1-F10 
BLASTX 



29141 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4063751 
150 

9.0e-10 

115 

28 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409__gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

210597 

LIB3145-001-P1-K1-F3 

BLASTX 

g4262250 

690 

6.0e-73 

149 

89 

(AC006200) putative aldolase [Arabidopsis thaliana] 
210598 

LIB3145-001-P1-K1-G10 

BLASTX 

g2500376 

361 

2.0e-34 

77 

88 

60S RIBOSOMAL PROTEIN L34 >gi_4262177_gb_AAD144 94_ 
(AC005508) 23552 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210599 

LIB3145-001-P1-K1-G4 

BLASTX 

g2500376 

270 

1.0e-26 

71 
90 

60S RIBOSOMAL PROTEIN L34 >gi__4262177_gb_AAD14494_ 
(AC005508) 23552 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210600 

LIB3145-002-P1-K1-A1 

BLASTX 

g2827710 

254 

7.0e-22 

99 

54 

(AL021684) lysosomal Pro-X carboxypeptidase - like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210601 

LIB3145-002-P1-K1-A10 

BLASTX 

g2982434 

281 



29142 



E value 


O . Uti £ J 


Match length 


1 1 Q 


% identity 


A £ 
4 0 


jnv^dX uescripLion 


(AT,n99994^ rmfative Drotein FArabidonsis thalianal 


beq. wo. 






T.TM1 4S-002-P1-K1-A11 


Metnoa 


DT nQfry 

DilflOiA 


NCBI GI 


g3668086 


BLAST score 


404 


z* vaiue 


Z.Uc O .? 


Match length 


1 "^1 


% identity 




iNUr?i jjescirip lioxi 


fAPflf)4fifi7l unknown nrotein FArabidopsis thalianal 


beq. no. 


ZiUDU J 


beq. iJj 


T.TR^l 4R-009-P1 -K1-A9 


Metnoct 


tSliiib 1 JN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


c Ho— 1 1 


Match lengtn 


JU 


% identity 


i nn 
1UU 


jNL-rS-L uescription 


Von nm t q TaoTriQ pDMR rl nnp 97A6 — 1 


Seq. No. 


Z1U DU4 


Q art T n 

beq. iu 


T.TR^I ^^-fin^-Pl -Kl-Bll 


Method 


JolxriO 1 A 


NCBI GI 


g3093294 


BLAST score 


157 


E value 


A fio-1 1 


Match lengtn 


0 / 


% identity 


OO 


N^bi Description 


97P9^ nn-haf i VP tH 1 1 "i n r Arahi Hone; "i ^ thalianal 


Seq. No. 


ZlUoUO 


beq. iu 


T TR^I 4R — H09-P1 — Kl —PI 1 

JjIDJlri J UUl XT X Iv J- ^il 


Method 


OJ-iiib 1 V* 


NCBI GI 


g2244733 


BLAST score 


134 


E value 


o . US 0:3 


Match lengtn 


on a 


% identity 


yi 


jnc^oi Description 


Pz-s-h +■ o-n tyiPMS far apHn pi nnp PF4Sfi rJr3Ttial cdS 


Seq. No. 


Z1U OU o 


beq. ID 


T TR^1 — 009-P1 -Kl — P9 






NCBI GI 


gl915960 


BLAST score 


139 


E value 


y . ue iy 




Q7 


% identity 


50 


NCBI Description 


(Y07636) peptidylprolyl isomerase [Triticum aestivum 


Seq. No. 


210607 


Seq. ID 


LIB3145-002-P1-K1-D5 



29143 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g755147 

36 

1.0e-10 

56 

91 

Gossypium hirsutum vacuolar H+-ATPase proteolipid (16 kDa) 
subunit (cval6-2) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210608 

LIB3145-002-P1-K1-D9 

BLASTX 

g3892051 

472 

2.0e-47 

125 

76 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 

210609 

LIB3145-002-P1-K1-E1 

BLASTX 

g266945 

637 

1.0e-66 

150 
83 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA46273_ (X65155) GA [Pisum sativum] 
>gi_1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 

210610 

LIB3145-002-P1-K1-E10 

BLASTX 

g3660467 

352 

2.0e-33 

83 

83 

(AJ001807) succinyl-CoA-ligase alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210611 

LIB3145-002-P1-K1-E11 

BLASTX 

g3660467 

349 

6.0e-33 

83 
82 

{AJ001807] 
thaliana] 



succinyl-CoA-ligase alpha subunit [Arabidopsis 



Seq. No. 



210612 



29144 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-002-P1-K1-F11 

BLASTX 

gll70'568 

465 

6.0e-47 

91 

96 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_2147316_pir S60302 D-myo-inositol-3-phosphate synthase 

(EC~5.5.1.4) - Spirodela polyrrhiza 
>gi_558648_emb_CAA77751_ (Z11693) 

D-myo-inositol-3-phosphate synthase [Spirodela polyrrhiza] 
210613 

LIB3145-002-P1-K1-F12 

BLASTX 

gl710007 

587 

5.0e-61 

115 

97 

GTP-BINDING NUCLEAR PROTEIN RANI A >gi_1370203_emb_CAA98187_ 
(Z73959) RANI A [Lotus japonicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210614 

LIB3145-002-P1-K1-F9 

BLASTX 

gll73043 

242 

2.0e-20 

66 

76 

60S RIBOSOMAL PROTEIN L38 >gi_479441_pir S33899 ribosomal 

protein L38 - tomato (cv. Moneymaker) 

>gi_313027_emb_CAA49599_ (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



210615 

LIB3145-002-P1-K1-G1 

BLASTX 

g729010 

373 

5.0e-36 

84 

47 

CALMODULIN >gi_4 81907_pir S40086 calmodulin - maize 

>gi_2119352_pir S58924 calmodulin calml - maize 

>gi_435543_emb_CAA52602_ (X74490) Calmodulin [Zea mays] 

210616 

LIB3145-002-P1-K1-G10 

BLASTX 

g2146732 

477 

4.0e-48 

125 

76 



29145 



NCBI Description 



FK506-binding protein - Arabidopsis thaliana >gi_1373396 
(U57838) rofl [Arabidopsis thaliana] 



064* JNO * 




Seq. ID 


LIB3145-002-P1-K1-G11 


Method 


BLASTX 


JNL.bl bl 


rrOQ ^O&fc A 
y Z. 0 


BLAST score 


1 QQ 

1 y y 


E value 


z . ue id 


Match length 


1U j 


$ identity 


A A 


NCbi Description 






f Via 1 n anal 


Seq. No. 


210618 


Seq. ID 


LIB3145-002-P1-K1-G12 


Method 


D.L1H.0 I A 


NuBl VjI 


gi oij / 0 y 


eslaoI score 


100 


E value 


z . ue iu 


Match length 


y y 


% identity 




jNOoi uescripnon 


\ U 0 D fl .? -? J puilcll opctlllu piULclU (_ irila._La.i- x 0 ouciu±co--ciio 


Seq. No. 


ziu oiy 


Seq. ID 


LIB3145-002-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


giio4yz 


BLAST score 


25i 


E value 




Match length 


DO 


% identity 


44 


NCBI Description 


CALMODULIN- RELATED PROTEIN >gi_loy^0o (MoUool; 


caiiuOuuim reiaueu protein [rcLunia nyui.iu.cij 


Seq. No. 


210620 


Seq. ID 


LIB3145-002-P1-K1-G6 


Metnoa 


riLAo 1a 


NCBI GI 


gl / too I Z 


BLAST score 


OZ4 


E value 


. ue ou 


Match length 


iZo 


-s identity 


JO 


1N^.D1 UeSCJ-ipT-lOll 


/TT77^7Q^ a<?nararri na Qvrrhh ^i - ^ c*c_v 1 ffil vpinp Tnsxl 


Seq. No. 


210621 


Seq. ID 


LIB3145-002-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3334323 


BLAST score 


447 


E value 


1.0e-44 


Match length 


113 



% identity 

NCBI Description 



78 

GTP-BINDING PROTEIN SAR1A >gi_1314860 (U56929) Sari homolog 
[Arabidopsis thaliana] >gi_2104532_gb_AAC78700 . 1_ 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsis 
thaliana] >gi_2104550 (AF001535) AGAA.4 [Arabidopsis 



29146 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210622 

LIB3145-002-P1-K1-H11 

BLASTX 

g3334323 

390 

5.0e-38 

87 

85 

GTP-BINDING PROTEIN SAR1A >gi_1314860 (U56929) Sari homolog 
[Arabidopsis thaliana] >gi_2104532_gb_AAC78700 . 1_ 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsis 
thaliana] >gi_2104550 (AF001535) AGAA.4 [Arabidopsis 
thaliana] 



Seq. No. 


210623 


Seq. ID 


T TD"31 /I R C\C\ A _. "Dl — Ifl _7\1 1 


Method 


BLASTX 


NCBI GI 


g /29944 


BLAST score 




E value 


3 . 0e-19 


Match length 


46 


% identity 


yo 


NCBI Description 


T")/~\T T T?\l 7\T T UDrTM 7T?7\ fjt ~l f r ?T?T\ M T\ N^rr "1 

rvJLLciN ALLhKbCjJN Zihii M 1 ^HjA LYL 1; >gi_ 




major allergen ml protein - maize >gi_ 




ml [Zea mays] 


Seq. No, 


210624 


Seq. ID 


LIB314 5-004 -P1-K1-A9 


Method 


DT "A C""PV 


NCBI GI 


g2244792 


BLAST score 


488 


E value 


J. 0e-4y 


Match length 


ICO 

loz 


■6 identity 




NCBI Description 


(Z97336) ankyrin homolog [Arabidopsis 


Seq. No. 


210625 


Seq. ID 


LIB3145-004-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4176420 


BLAST score 


250 


E value 


2.0e-21 


Match length 


108 


% identity 


44 


NCBI Description 


(AB008097) cytochrome P450 [Arabidops. 


Seq. No. 


210626 


Seq. ID 


LIB3145-004-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g548492 


BLAST score 


840 


E value 


2.0e-90 


Match length 


162 


% identity 


97 


NCBI Description 


EXOPOLYGALACTURONASE PRECURSOR (EXOPG 



JC1524 



(PECTINASE) 



29147 




(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_629853_pir S30066 polygalacturonase - maize 

>gi_288373_emb_CAA45751_ (X64408) polygalacturonase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210627 

LIB3145-004-P1-K1-D11 

BLASTX 

g3386614 

395 

3.0e-38 

115 
37 

(AC004665) 
thaliana] 



putative transcription factor SF3 [Arabidopsis 



210628 

LIB3145-004-P1-K1-D9 

BLASTX 

g!707998 

661 

2.0e-69 

150 

87 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
{SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransf erase [Solanum tuberosum] 

210629 

LIB3145-004-P1-K1-E9 

BLASTX 

g!346109 

796 

3.0e-85 

165 

53 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj__BAA07404_ (D38231) 
RWD [Oryza sativa] 

210630 

LIB3145-004-P1-K1-F11 

BLASTX 

g4510339 

361 

2.0e-34 
119 
57 

(AC006921) 
thaliana] 



putative ABC transporter protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



210631 

LIB3145-004-P1-K1-F9 
BLASTX 



29148 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl531672 
449 

1.0e-44 

89 
99 

(U68461) 



actin [Striga asiatica] 



O t5 v-J • IN \J • 


210632 


Seq. ID 


LIB3145-005-Q1-K1-A1 




BLASTX 


i N K-t jD X ul 






405 


TT ira 1 no 


1 . Oe-39 


Match length 


94 


% identity 


83 




(XQ499S^ nsri napnin-chalcone svnthase FJucrlans sp.l 






oc(J • XJJ 


T.TR31 4 5-005-O1-K1-A10 


Method 


JDXiriO 1 A 


JNUDX lax 


rrA RRQ^ft 1 

y ft 00 jj 0 1 


JDiirio J. score 




E value 


0 . ue jo 


Match length 


88 


% identity 


75 


iniuox uescription 


( TxrCidft^^ f\\ hvnnt"h<=>t "i 1 nrot^in TArabidoosis thaliana 


beg. wo. 


ZXUO oft 


oeq. xu 


T.TR3145-005-O1-K1-A7 


Method 


JD XirlO I A 








1 Sfi 


Zt Value 


X . Uts 1U 




116 


% identity 


33 


NCBI Description 


(U72147) unknown [Anabaena sp. CA] 


Seq. No. 


210635 


Seq. ID 


LIB3145-005-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3287826 


BLAST score 


629 


E value 


6.0e-66 


Match length 


125 


% identity 


97 


NCBI Description 


(+) - DELTA-CAD INENE SYNTHASE ISOZYME C2 (D-CADINENE 



SYNTHASE) >gi__287 9841_emb_CAA7 6223 . 1_ (Y16432) 
(+) -delta-cadinene synthase [Gossypium arboreum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



210636 

LIB3145-005-Q1-K1-B1 

BLASTX 

g3212847 

147 

2.0e-09 

89 

37 



29149 



NCBI Description 



(AC004005) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210637 

LIB3145-005-Q1-K1-B10 

BLASTX 

gl928981 

515 

2.0e-52 

111 

92 

(U92651) 
oleracea 



tonoplast intrinsic protein bobTIP26-l [Brassica 
var. botrytis] 



Seq. No. 


210638 


Seq. ID 


LIB3145-005-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2827992 


BLAST score 


196 


E value 


2.0e-15 


Match length 


55 


% identity 


64 


NCBI Description 


(AF034743) UDP-glucuronosyltrans 


Seq. No. 


210639 


Seq. ID 


LIB3145-005-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3608145 


BLAST score 


177 


E value 


7.0e-13 


Match length 


122 


% identity 


29 


NCBI Description 


(AC005314) hypothetical protein 


Seq. No. 


210640 


Seq. ID 


LIB3145-005-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g729974 


BLAST score 


153 


E value 


2.0e-10 


Match length 


96 


% identity 


45 


NCBI Description 


FLORAL HOMEOTIC PROTEIN PMADS1 ( 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(GREEN PETAL HOMEOTIC 

PROTEIN) >gi_322773_pir S31693 transcription factor gp - 

garden petunia >gi_22665_emb_CAA49567_ (X69946) GP (green 
petal) [Petunia x hybrida] 

210641 

LIB3145-005-Q1-K1-C1 

BLASTX 

g4006818 

293 

2.0e-26 

84 

68 

(AC005970) putative translation initiation factor eIF-2B, 
alpha subunit [Arabidopsis thaliana] 



29150 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210642 

LIB3145-005-Q1-K1-C12 

BLASTX 

g478809 

387 

1.0e-37 

96 
75 

protein kinase 6 (EC 2.7,1.-) - soybean >gi_170047 (M6744 9) 

protein kinase [Glycine max] >gi_44478 9_prf 1908223A 

protein kinase [Glycine max] 



Seq. No. 


210643 


Seq. ID 


LIB3145-005-Q1-K1-C7 


iyjeT-noQ 


Oj_[flO 1 A 


jNUdI K3± 


r*0 0 A A R 1 P 


hsLAbi score 




E value 


o . ue o j 


Match length 


lu / 


% identity 


o4 


NCBI Description 


(Z97336) hypothetical protein 


o t= q • in o • 


^ J. U Dft *i 


Seq. ID 


LIB3145-005-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4455207 


BLAST score 


355 


E value 


8.0e-34 


Match length 


73 


% identity 


92 


NCBI Description 


(AL035440) ubiquitin-like prot 


Seq. No. 


210645 


Seq. ID 


LIB3145-005-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g232202 


BLAST score 


296 


E value 


4.0e-27 


Match length 


71 


% identity 


77 


NCBI Description 


GLUTATHIONE S-TRANSFERASE PARB 



>gi_285295_pir A41789 glutathione transferase (EC 

2.5.1.18) - common tobacco >gi_218294_dbj_BAA01394_ 
(D10524) glutathione S-transf erase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210646 

LIB3145-005-Q1-K1-D8 

BLASTX 

g4406384 

451 

6.0e-45 

145 

64 

(AF112303) serine acetyltransf erase [Arabidopsis thaliana] 



Seq. No. 



210647 



29151 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-005-Q1-K1-D9 

BLASTX 

g2921158 

504 

2.0e-51 

117 

85 

(AF022909) 



ClpC [Arabidopsis thaliana] 



Seq. No. 


O 1 AC/Q 

Z 1Ud4 o 


Seq. ID 


LIBol4o-UUo-yi-i\l-ll J Z 


Method 


DT 7\ C TV 


NCBI GI 




BLAST score 


476 


E value 


5.0e-48 


Match length 


1 O O 


% identity 


79 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


210649 


Seq. ID 


LIB3145-005-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2244o0o 


BLAST score 


251 


E value 


1.0e-21 


Match length 


106 


% identity 


49 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


210650 


Seq. ID 


LIB3145-005-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


„0 O >1 A O A £ 

gzz44ouo 


nJjAoi score 




E value 


1.0e-09 


Match length 


55 


% identity 


49 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


210651 


Seq. ID 


LIB3145-005-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl28592 


BLAST score 


362 


E value 


1.0e-34 


Match length 


104 


% identity 


63 


NCBI Description 


POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 



>gi_82190_pir S22495 pollen-specific protein precursor 

common tobacco >gi_19902_emb_CAA43454_ (X61146) pollen 
specific protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210652 

LIB3145-005-Q1-K1-F2 

BLASTX 

g3759184 

161 



29152 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-19 

84 

55 

(AB018441) phi- 



1 [Nicotiana tabacum] 



210653 

LIB3145-005-Q1-K1-G2 

BLASTX 

g2245066 

227 

9.0e-19 

125 

37 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 
210654 

LIB3145-005-Q1-K1-G3 

BLASTX 

g4539327 

188 

8.0e-17 

92 

58 

(AL035679) putative proton pump [Arabidopsis thaliana] 
210655 

LIB3145-005-Q1-K1-G5 

BLASTX 

g2285792 

147 

6.0e-10 

48 

60 

(AB004568) cyanase [Arabidopsis thaliana] 
>gi_3287503_dbj_BAA31224_ (AB015748) cyanase [Arabidopsis 
thaliana] 

210656 

LIB3145-005-Q1-K1-G7 

BLASTX 

g3860256 

253 

9.0e-22 

100 

55 

(AC005824) putative tRNA isopentenylpyrophosphate 
transferase [Arabidopsis thaliana] 

210657 

LIB3145-005-Q1-K1-G8 

BLASTX 

g2253384 

640 

4.0e-67 

139 

89 

(AF007100) biotin carboxylase precursor [Glycine max] 



29153 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210658 

LIB3145-005-Q1-K1-H5 

BLASTX 

gl781299 

163 

5.0e-16 

52 
74 

(Y09506) 
tabacum] 



transformer-SR ribonucleoprotein [Nicotiana 



Seq. No. 


210659 


Seq. ID 


LIB3145-005-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g4176420 


BLAST score 


250 


E value 


5.0e-22 


Match length 


70 


% identity 


69 


NCBI Description 


(AB008097) cytochrome P45( 


Seq. No. 


210660 


Seq. ID 


LIB3145-005-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g!079720 


BLAST score 


501 


E value 


6.0e-51 


Match length 


110 


% identity 


87 


NCBI Description 


(U39764) eukaryotic relea 


Seq. No. 


210661 


Seq. ID 


LIB3145-006-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3618343 


BLAST score 


313 


E value 


8.0e-29 


Match length 


136 


% identity 


46 


NCBI Description 


(AB009398) 26S proteasome 




>gi_4506223__ref_NP_002808 



3 [Ricinus communis] 



,l_pPSMD13_ 
macropain) 26S subunit, non-ATPase, 



3.5 [Homo sapiens] 
proteasome (prosome, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



210662 

LIB3145-006-Q1-K1-A2 

BLASTX 

g4490323 

282 

2.0e-25 

88 

62 

(AJ131464) nitrate transporter [Arabidopsis thaliana] 
210663 

LIB3145-006-Q1-K1-A4 
BLASTX 



29154 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4104242 
565 

2.0e-58 

123 

84 

(AF034266) palmitoyl-acyl carrier protein thioesterase 
[Gossypium hirsutum] 



210664 

LIB3145-006-Q1-K1-A5 

BLASTX 

g4105798 

506 

2.0e-51 

139 

53 

(AF049930) PGP237-11 



[Petunia x hybrida] 



210665 

LIB3145-006-Q1-K1-A6 

BLASTX 

g4539315 

413 

1.0e-40 

109 
53 

(AL035679) 
thaliana] 



putative zinc finger protein [Arabidopsis 



210666 

LIB3145-006-Q1-K1-B1 

BLASTX 

g549063 

317 

3.0e-29 

101 

62 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi__303835__dbj_BAA02151__ (D12626) 
21kd polypeptide [Oryza sativa] 

210667 

LIB3145-006-Q1-K1-B11 

BLASTX 

gl652942 

155 

3.0e-10 

135 

33 

(D90909) extragenic suppressor [Synechocystis sp.] 
210668 

LIB3145-006-Q1-K1-B12 

BLASTX 

g421941 

361 



29155 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-34 

74 

95 

GTP-binding protein, ras-related - common tobacco 
>gi_296878_emb_CAA50609_ (X71609) ras-related GTP-binding 
protein [Nicotiana tabacum] 

210669 

LIB3145-006-Q1-K1-B2 

BLASTX 

g3402279 

574 

2.0e-59 

115 

93 

(AJ000999) putative beta-subunit of K+ channels [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210670 

LIB3145-006-Q1-K1-B8 

BLASTX 

g4455158 

215 

3.0e-17 

69 

61 

(AL021687) kinase-like protein [Arabidopsis thaliana] 
210671 

LIB3145-006-Q1-K1-C10 

BLASTX 

gl946366 

150 

9.0e-10 

125 

37 

(U93215) unknown protein [Arabidopsis thaliana] 
210672 

LIB3145-006-Q1-K1-C4 

BLASTX 

g4104931 

147 

2.0e-09 
136 
37 

(AF042196) auxin 



response factor 8 [Arabidopsis thaliana] 



210673 

LIB3145-006-Q1-K1-D1 

BLASTX 

gl052973 

160 

7.0e-ll 
39 
82 

(U37838) 



fructokinase [Beta vulgaris] 



29156 



Ccirr No 


210674 


Qorr Tn 
Ocq. X1J 


LIB3145-006-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4508083 


rJLi/io i score 


1 71 


IT 1 rr 5 1 no 
£i Value 


4 . 0e-12 


-i + n T r-\ t~i /-f +■ r*i 

jyiaucn xeiiyLii 


67 




22 




(AC005882) Hypothetical protein 




210675 




LIB3145-006-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3024385 


BLAST score 


664 


E value 


6.0e-70 


Match length 


141 


% identity 


91 


NCBI Description 


POLYGALACTURONASE PRECURSOR (PG) 



(PECTINASE) >gi_606652 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210676 

LIB3145-006-Q1-K1-D4 

BLASTX 

g586004 

484 

7.0e-49 

101 

87 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_421962_pir S34267 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - sweet potato 

>gi 542090_pir S40404 superoxide dismutase {EC 1.15.1.1) 

(Cu r Zn) - sweet potato >gi__311971_emb__CAA51654_ (X73139) 
superoxide dismutase [Ipomoea batatas] 

210677 

LIB3145-006-Q1-K1-D6 

BLASTX 

g3738334 

175 

1.0e-12 

102 
48 

(AC005170) unknown protein [Arabidopsis thaliana] 
210678 

LIB3145-006-Q1-K1-D9 

BLASTX 

g400384 

147 

2.0e-09 

101 

32 

NADH- UBIQUINONE OXIDOREDUCTASE B14 SUBUNIT {COMPLEX I-B14) 

(CI-B14) >gi_346536j?ir S28245 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) chain CI-B14 - bovine 



29157 



>gi_240_emb_CAA44896_ (X63211) NADH dehydrogenase [Bos 
taurus] 



Seq. No. 


210679 


Seq. ID 


LIB3145-006-Q1-K1-E10 


Method 




NCBI GI 


~oom con 


BLAST score 


A O A 

4 o4 


E value 


Q n^i— AOt 


Match length 


i no 
lUo 


% identity 




NLbi Description 




Seq. No. 


210680 


Seq. ID 


LIB3145-006-Q1-K1-E5 


Method 


ESliiio 1 A 


NCBI GI 


go4uz oyo 


BLAST score 


A 1 O 


E value 


4 . ue 4 i 


Match length 


lo4 


% identity 


0 o 


NCBI Description 


(iiV^UUftO:?/; UIlKnOWIl piULclIl l^l.a.iJ 


beq. no. 


ZlUOOl 


Seq. ID 


LIB3145-006-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3024386 


BLAST score 


674 


E value 


4.0e-71 


Match length 


134 


% identity 


96 


NCBI Description 


POLYGALACTURONASE PRECURSOR (PG) 



protein [Arabidopsis thaliana] 



(PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (U09717) polygalacturonase [Gossypium hirsutum] 



Seq. No. 


210682 


Seq. ID 


LIB3145-006- 


Method 


BLASTX 


NCBI GI 


g4204257 


BLAST score 


521 


E value 


3.0e-53 


Match length 


139 


% identity 


66 


NCBI Description 


(AC005223) 


Seq. No. 


210683 


Seq. ID 


LIB3145-006 


Method 


BLASTX 


NCBI GI 


g2398679 


BLAST score 


708 


E value 


4.0e-75 


Match length 


137 


% identity 


97 


NCBI Description 


(Y14797) 3- 



5493 [Arabidopsis thaliana] 



-K1-F3 



7 -phosphate 



synthase [Morinda citrifolia] 



Seq. No. 



210684 



29158 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-006-Q1-K1-F4 

BLASTX 

gll68739 

461 

4.0e-46 

130 

70 

CARBONIC ANHYDRASE 2 (CARBONATE DEHYDRATASE 2) >gi_438449 
(L18901) carbonic anhydrase [Arabidopsis thaliana] 



jeq . ViO • 




O • JL U 


LIB3145-006-O1-K1-F5 






NCBI GI 


gl871177 


BLAST score 


175 


E value 




Matcn iengtn 




% identity 




NCBI Description 


^U_?U40i3y UnKUOWn piUCtsXIl |_-"^ ci.L'-LU.vJ^/o x o Liictxiaiiaj 


Seq. No. 


Z 1U DO 0 


beq* iu 




Method 


DixfiO i A 


NCBI GI 


g39iol /U 




4U J 


E value 


1.0e-39 


Match length 


112 


% identity 


62 


NCBI Description 


(AC004557) F17L21.13 [Arabidopsis thaliana] 


Seq. No. 


210687 


Seq. ID 


LIB3145-006-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl708464 


BLAST score 


261 


E value 


1.0e-22 


Match length 


69 


% identity 


70 


NCBI Description 


PUTATIVE DIHYDROXY-ACID DEHYDRATASE PRECURSOR ( 


(2, 3-DIHYDROXY ACID HYDROLYASE) >gi 1213255 emb 



(Z69795) unknown [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210688 

LIB3145-006-Q1-K1-G2 

BLASTX 

gl00196 

266 

3.0e-23 

126 

34 

chlorophyll a/b-binding protein (cab-11) 



tomato 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210689 

LIB3145-006-Q1-K1-G3 

BLASTX 

g2493144 

140 



29159 



E value 
Match length 
% identity 
NCBI Description 



4.0e-09 

35 

8 6 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V- ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



beq. wo. 


£ ± U Di?U 


oeq. iu 


T.TM1 4S-006-O1-K1-G5 


Method 


DlxriO 1 A. 


NCBI GI 


g4406819 


BLAST score 


100 


E value 


o . ue u y 


Match length 




% identity 


4 / 


NLbi Description 


( 7\pnn£9m ^ nnVnAwn nrntai n r AtsItii Hod^ t ^ thaliana 1 


Seq. No. 




beq. id 


T TR^1 4 ^-006— Ol -Kl — ftfi 
LlDJll J UUO I\± OD 


Method 


BLASTX 


NCBI GI 


g2982303 


BLAST score 


600 


E value 


^ . ue-bz 


Match length 


134 


% identity 


o / 


NCBI Description 


^ 7x t?n r 1 o *3 c \ v, t rr-.o-H Vi o-h i pal nrnfpi n rpir , (='3 ma T*i ^na 1 
^Ar U jo J uypOUilcLlC.al piULcin |_irj_v_e:a. uiaj- laua j 


Seq. No. 


Oi rvc no 


beq. id 




Method 


BLASTX 


MPDT PT 

INUol oi 




BLAST score 


198 


E value 


5.0e-32 


Match length 


126 


% identity 


61 


NCBI Description 


(AF002109) unknown protein [Arabidopsis thaliana] 


Seq. No. 


210693 


Seq. ID 


LIB3145-006-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2191150 


BLAST score 


346 


E value 


1.0e-56 


Match length 


135 


% identity 


62 


NCBI Description 


(AF007269) similar to mitochondrial carrier family 



[Arabidopsis thaliana] 



Seq. No. 210694 

Seq. ID LIB3145-006-Q1-K1-H5 

Method BLASTX 

NCBI GI g3746069 

BLAST score 141 

E value 1.0e-08 



29160 



Match length 

% identity 

NCBI Description 



130 
31 

(AC005311) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq". No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210695 

LIB3145-007-Q1-K1-A1 

BLASTX 

g3980383 

358 

5.0e-34 

83 

78 

(AC004561) unknown protein [Arabidopsis thaliana] 
210696 

LIB3145-007-Q1-K1-A8 

BLASTX 

g3582436 

402 

3.0e-42 

129 

71 

(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 
210697 

LIB3145-007-Q1-K1-B10 

BLASTX 

g2244740 

407 

7.0e-40 

118 

68 

(D88417) endo-1, 4-beta-glucanase [Gossypium hirsutum] 
210698 

LIB3145-007-Q1-K1-B11 

BLASTX 

gl28592 

370 

2.0e-35 

102 

67 

POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 

>gi_82190_pir S22495 pollen-specific protein precursor - 

common tobacco >gi_19902_emb_CAA43454_ (X61146) pollen 
specific protein [Nicotiana tabacum] 

210699 

LIB3145-007-Q1-K1-B2 

BLASTX 

g3980383 

369 

2.0e-35 

83 

81 

(AC004561) unknown protein [Arabidopsis thaliana] 



29161 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210700 

LIB3145-007-Q1-K1-B4 

BLASTX 

g2244740 

436 

3.0e-43 

125 

69 

(D88417) endo-l,4-beta-glucanase [Gossypium hirsutum] 
210701 

LIB3145-007-Q1-K1-B5 

BLASTX 

g3738297 

365 

6.0e-35 

97 

22 

(AC005309) unknown protein [Arabidopsis thaliana] 
210702 

LIB3145-007-Q1-K1-B6 

BLASTX 

g4049401 

173 

2.0e-12 

57 

65 

(AJ131580) glutathione transferase At GST 10 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210703 

LIB3145-007-Q1-K1-B7 

BLASTX 

g4376203 

273 

5.0e-24 

96 

49 

(U35226) putative cytochrome P-450 [Nicotiana 
plumbagini folia] 

210704 

LIB3145-007-Q1-K1-B8 

BLASTX 

gll73055 

602 

1.0e-62 

120 

99 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_541961_pir S42497 

ribosomal protein Lll.e - alfalfa >gi_1076504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 



Seq. No. 



210705 



29162 



Sea ID 


LIB3145-007-Q1-K1-C1 




BLASTX 


NCBI GI 


g2052383 


BLAST score 


177 


TJ 1 1 HP 

JZj v a± Lit? 


8 . Oe-13 


Mj=»"t"r i Vi 1 <^nrrth 
Lid Lull xciiy Lii 


41 




76 


"NIPRT DpcjrriDtioii 

ISi 1—/ J. J-> \^ *_> U JU -L- K> v A 


(U66345) calreticulin 




210706 


Seq. ID 


LIB3145-007-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3157928 


BLAST score 


124 


E value 


3.0e-16 


Match length 


57 


% identity 


75 


NCBI Description 


(AC002131) Similar to 



gb_L41670 from Emericella nidulans. [Arabidopsis thaliana] 



Seq. No. 


210707 


Seq. ID 


LIB3145-007-Q1-K1 


Method 


BLASTX 


NCBI GI 


g509810 


BLAST score 


363 


E value 


1.0e-34 


Match length 


139 


% identity 


53 


NCBI Description 


(L08468) envelope 


Seq, No. 


210708 


Seq. ID 


LIB3145-007-Q1-K1 


Method 


BLASTX 


NCBI GI 


g4455313 


BLAST score 


271 


E value 


8.0e-24 


Match length 


103 


% identity 


52 


NCBI Description 


(AL035528) fatty 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



[Arabidopsis thaliana] 
210709 

LIB3145-007-Q1-K1-C7 

BLASTX 

g4105798 

203 

8.0e-16 

72 
60 

(AF049930) PGP237-11 [Petunia x hybrida] 
210710 

LIB3145-007-Q1-K1-C8 

BLASTX 

g485514 

159 

1.0e-10 



29163 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30 
97 

ADR11-2 protein - soybean (fragment) 

>gi_296443_emb_CAA49341_ (X69640) auxin down regulated 
[Glycine max] 

210711 

LIB3145-007-Q1-K1-C9 

BLASTX 

g2501231 

408 

7.0e-40 

141 

62 

HYPOTHETICAL 38.1 KD PROTEIN >gi_99505jpir S24 930 

hypothetical protein - pink corydalis 
>gi_18258_emb_CAA45139_ (X63595) protein of unknown 

function [Corydalis sempervirens] >gi__4 4 4333_prf 1906382A 

pCSC71 protein [Corydalis sempervirens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210712 

LIB3145-007-Q1-K1-D10 

BLASTX 

g629561 

143 

4.0e-18 

119 

45 

SRG1 protein - Arabidopsis thaliana 
>gi_479047_emb_CAA55654_ (X79052) SRG1 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210713 

LIB3145-007-Q1-K1-D11 

BLASTX 

gl076414 

534 

1.0e-54 

151 

67 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_757534_emb_CAA59963_ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 

210714 

LIB3145-007-Q1-K1-D12 

BLASTX 

g2981463 

316 

4.0e-29 

147 

44 

(AF052663) gamma -tubulin interacting protein [Xenopus 
laevis] 



Seq. No. 
Seq. ID 



210715 

LIB3145-007-Q1-K1-D2 



29164 



€1 



Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2286153 

734 

4.0e-78 

152 
96 

(AF007581) 



cytoplasmic malate dehydrogenase [Zea mays] 



210716 

LIB3145-007-Q1-K1-D4 

BLASTX 

g400976 

551 

1.0e-56 

140 

74 

RAS-RELATED PROTEIN RHA1 >gi__478671_pir S23727 GTP-binding 

protein RHA1 - Arabidopsis thaliana >gi_164 84_emb_CAA41863__ 
(X59152) RHA1 [Arabidopsis thaliana] 

>gi_397594_emb_CAA80534_ (Z22958) GTP-binding protein 
[Arabidopsis thaliana] 

210717 

LIB3145-007-Q1-K1-D6 

BLASTX 

gl619300 

331 

2.0e-51 

127 

82 

(X95269) LRR protein [Lycopersicon esculentum] 
210718 

LIB3145-007-Q1-K1-D7 

BLASTX 

g4262149 

164 

3.0e-ll 

71 

79 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 

210719 

LIB3145-007-Q1-K1-D9 

BLASTX 

g4558673 

215 

3.0e-17 

105 

33 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
210720 

LIB3145-007-Q1-K1-E1 

BLASTX 

g4235430 



29165 




BLAST score 340 

E value 6.0e-32 

Match length 77 

% identity 83 

NCBI Description (AF098458) latex- abundant protein [Hevea brasiliensis] 

Seq. No. 210721 

Seq. ID LIB3145-007-Q1-K1-E2 

Method BLASTX 

NCBI GI gl488043 

BLAST score 170 

E value 4.0e-12 

Match length 47 

% identity 72 

NCBI Description (U63784) PAPS-reductase-like protein [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210722 

LIB3145-007-Q1-K1-E4 

BLASTX 

g4512687 

200 

2.0e-15 
84 
55 

(AC006931) 
thaliana] 



floral homeotic protein AGL5 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210723 

LIB3145-007-Q1-K1-E7 

BLASTX 

g3935168 

350 

4.0e-33 

152 

53 

(AC004557) F17L21.11 



[Arabidopsis thaliana] 



210724 

LIB3145-007-Q1-K1-E9 

BLASTX 

gl296816 

704 

1.0e-74 

147 

92 

(X94995) naringenin-chalcone synthase [Juglans sp.] 
210725 

LIB3145-007-Q1-K1-F1 

BLASTX 

g2827544 

164 

3.0e-ll 

84 
46 

(AL021635) HSP associated protein like [Arabidopsis 
thaliana] 



29166 



Seq. No. 210726 

Seq. ID LIB3145-007-Q1-K1-F11 

Method BLASTX 

NCBI GI gl67367 

BLAST score 579 

E value 5.0e-60 

Match length 129 

% identity 88 

NCBI Description (L08199) peroxidase [Gossypium hirsutum] 

Seq. No. 210727 

Seq. ID LIB3145-007-Q1-K1-F2 

Method BLASTX 

NCBI GI g2244749 

BLAST score 612 

E value 8.0e-64 

Match length 127 

% identity 89 , 

NCBI Description (Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 

Seq. No. 210728 , 

Seq. ID LIB3145-007-Q1-K1-F5 

Method BLASTX 

NCBI GI gl617584 

BLAST score 345 

E value 2.0e-32 

Match length 148 

% identity 45 

NCBI Description (U70675) pectin methylesterase [Lycopersicon esculentum] 

Seq. No. 210729 

Seq. ID LIB3145-007-Q1-K1-F6 

Method BLASTX 

NCBI GI g231586 

BLAST score 362 

E value 2.0e-34 

Match length 80 

% identity 91 

NCBI Description ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

Seq. No. 210730 

Seq. ID LIB3145-007-Q1-K1-F8 

Method BLASTX 

NCBI GI gl769895 

BLAST score 477 

E value 5.0e-48 

Match length 152 

% identity 62 

NCBI Description (X96598) CaLB protein [Arabidopsis thaliana] 

Seq. No. 210731 

Seq. ID LIB3145-007-Q1-K1-F9 



29167 



Method BLASTX 

NCBI GI g3132675 

BLAST score 541 

E value 2.0e-62 

Match length 148 

% identity 80 

NCBI Description (AF061740) asparagine synthetase [Elaeagnus umbel lata] 

Seq. No. 210732 

Seq. ID LIB3145-007-Q1-K1-G1 

Method BLASTX 

NCBI GI g4455206 

BLAST score 268 

E value 2.0e-23 

Match length 81 

% identity 56 

NCBI Description (AL035440) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 




Seq. No. 210733 

Seq. ID LIB3145-007-Q1-K1-G10 

Method BLASTX 

NCBI GI g3914685 

BLAST score 307 

E value 1.0e-36 

Match length 89 

% identity 85 

NCBI Description 60S RIBOSOMAL PROTEIN L17 >gi_2668748 (AF034948) nbosomal 
protein L17 [Zea mays] 

Seq. No. 210734 

Seq. ID LIB3145-007-Q1-K1-G11 

Method BLASTX 

NCBI GI gll5765 

BLAST score 626 

E value 2.0e-65 

Match length 136 

% identity 53 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

Seq. No. 210735 

Seq. ID LIB3145-007-Q1-K1-G12 

Method BLASTX 

NCBI GI gl864017 

BLAST score 735 

E value 3.0e-78 

Match length 143 

% identity 97 

NCBI Description (D63396) elongation factor-1 alpha [Nicotiana tabacum] 



29168 



<D • 

Seq. No. 210736 

Seq. ID LIB3145-007-Q1-K1-G8 

Method BLASTX 

NCBI GI g2655008 

BLAST score 197 

E value 4.0e-15 

Match length 84 

% identity 42 

NCBI Description (AF017144) (1-4 ) -beta-mannan endohydrolase [Lycopersicon 
esculentum] 

Seq. No. 210737 

Seq. ID LIB3145-007-Q1-K1-H11 

Method BLASTX 

NCBI GI gl588365 

BLAST score 174 

E value 2.0e-12 

Match length 78 

% identity 41 

NCBI Description signal peptidase : SUBUN I T= 12 kD [Homo sapiens] 

Seq. No. 210738 

Seq. ID LIB3145-007-Q1-K1-H2 

Method BLASTX 

NCBI GI g3023500 

BLAST score 493 

E value 6.0e-50 

Match length 134 

% identity 70 

NCBI Description ATP-DEPENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT 2 

( ENDOPE PT I DAS E CLP 2) >gi_2351823 (U92039) ATP-dependent 
Clp protease, proteolytic subunit [Synechococcus PCC7942] 

Seq. No. 210739 

Seq. ID LIB3145-007-Q1-K1-H7 

Method BLASTX 

NCBI GI g730290 

BLAST score 436 

E value 6.0e-52 

Match length 137 

% identity 65 

NCBI Description PECTATE LYASE PRECURSOR >gi_322883_pir S29612 pectate 

lyase - trumpet lily >gi__19451_emb_CAA78976_ (Z17328) 
pectate lyase [Lilium longiflorum] >gi_308902 (L18911) 
pectate lyase [Lilium longiflorum] 

Seq. No. 210740 

Seq. ID LIB3145-007-Q1-K1-H8 

Method BLASTX 

NCBI GI g3193314 

BLAST score 316 

E value 4.0e-29 

Match length 151 

% identity 47 

NCBI Description (AF069299) contains similarity to Arabidopsis scarecrow 
(GB:U62798) [Arabidopsis thaliana] 



29169 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210741 

LIB3145-008-Q1-K1-A11 

BLASTX 

g4220479 

572 

4.0e-59 

148 

80 

(AC006069) unknown protein [Arabidopsis thaliana] 
210742 

LIB3145-008-Q1-K1-A12 

BLASTX 

g2388586 

193 

1.0e-14 

53 

75 

(AC000098) Similar to Saccharomyces RAD16 (gb__X78993) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210743 

LIB3145-008-Q1-K1-A4 

BLASTX 

g730526 

404 

2.0e-39 

102 

77 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

210744 

LIB3145-008-Q1-K1-A6 

BLASTX 

g3860277 

345 

1.0e-32 

83 

84 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb__AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210745 

LIB3145-008-Q1-K1-A7 

BLASTX 

g2702263 

510 

6.0e-52 

125 

82 

(AC003033) mitochondrial Fl-ATPase, gamma subunit 
[Arabidopsis thaliana] 



29170 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210746 ^ 

LIB3145-008-Q1-K1-B1 

BLASTX 

g729252 

355 

8.0e-34 

103 

60 

CYTOCHROME B5 >gi_167140 (M87514) cytochrome b-5 [Brassica 

oleracea] >gi_384338_prf 1905426A cytochrome b5 [Brassica 

oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210747 

LIB3145- 

BLASTX 

g927428 

613 

6.0e-64 

145 

78 

(X86733; 



008-Q1-K1-B10 



fisl [Linum usitatissimum] 



210748 

LIB3145-008-Q1-K1-B12 

BLASTX 

g4417268 

460 

5.0e-46 

117 

65 

(AC007019) putative cinnamyl-alcohol dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210749 

LIB3145-008-Q1-K1-B5 

BLASTX 

g2760334 

415 

8.0e-41 

90 

81 

(AC002130) F1N21.5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210750 

LIB3145-008-Q1-K1-B7 

BLASTX 

g4567267 

471 

2.0e-47 
102 
81 

(AC006841) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



210751 

LIB3145-008-Q1-K1-B8 
BLASTX 



29171 



# 





a2262172 


BLAST score 


151 


E value 


7.0e-10 


Ma'hpK "1 onn"l"Vi 

lYiauOli -lolly uii 


95 


^ a i 4— t r 

■5 iaeiiL.ity 


41 


nujd! uescr lpx-ion 






T Ar^bi doDS 1 


O C . IM U • 


210752 




LIB3145-008 




BLASTX 


NCBI GI 


g4105798 


BLAST score 


443 


Zi ValUc 


5 . Oe-44 




117 


ictenr.ixy 




XIPRT npQrrinh'i on 


(AF049930) 


oeq * JNU . 






LIB3145-008 


l ie L.I ICCi 


BLASTX 


NCBI GI 


g2827139 


BLAST score 


432 


E value 


1.0e-42 


Match length 


138 


% identity 


62 


NCBI Description 


(AF027172) 



predicted protein of unknown function 



PGP237-11 [Petunia x hybrida] 



-K1-C10 



cellulose synthase catalytic subunit 



cellulose synthase catalytic subunit 
thaliana] 



(RSW1 ) [Arabidopsis 



Seq. No. 


210754 




Seq. ID 


LIB3145-008-Q1-K1- 


-Cll 


Method 


BLASTX 




NCBI GI 


gl350680 




BLAST score 


532 




E value 


2.0e-54 




Match length 


126 




% identity 


78 




NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


210755 




Seq. ID 


LIB3145-008-Q1-K1- 


-C12 


Method 


BLASTX 




NCBI GI 


gl685091 




BLAST score 


563 




E value 


4.0e-58 




Match length 


139 




% identity 


76 




NCBI Description 


(U45243) diphenol 


oxidase 


Seq. No. 


210756 




Seq. ID 


LIB3145-008-Q1-K1- 


-C2 


Method 


BLASTX 




NCBI GI 


g2257524 




BLAST score 


261 




E value 


9.0e-23 





29172 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 
45 

(AB004537) HYPOTHETICAL 47.4KD PROTEIN IN SHP1-SEC17 
INTERGENIC REGION [Schizosaccharomyces pombe] 



210757 

LIB3145-008-Q1-K1-C3 

BLASTX 

gl34944 

494 

4.0e-50 

120 

75 

ACYL- [ AC YL- CARRIER PROTEIN] DESATURASE PRECURSOR 

(STEAROYL-ACP DESATURASE) >gi_100502_pir A39173 

acyl-[acyl-carrier-protein] desaturase {EC 1.14.99 
precursor - safflower >gi_167197 (M61109) 
stearoyl-acyl-carrier protein desaturase [Carthamus 
tinctorius] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



6) 



210758 

LIB3145-008-Q1-K1-C4 

BLASTX 

g4008159 

600 

2.0e-62 

123 

89 

(AB015601) DnaJ homolog [Salix gilgiana] 
210759 

LIB3145-008-Q1-K1-C5 

BLASTX 

gl777312 

432 

9.0e-43 

118 

66 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 

210760 

LIB3145-008-Q1-K1-C8 

BLASTX 

g3334261 

141 

1.0e-08 

48 

56 

METALLOTH I ONE IN-LIKE PROTEIN TYPE 2 >gi_1655851 (U61973) 
metallothionein-like protein [Malus domestical 

210761 

LIB3145-008-Q1-K1-D10 

BLASTX 

gl685091 

123 



29173 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-ll 

60 
62 

(U45243] 



diphenol oxidase [Nicotiana tabacum] 



210762 

LIB3145-008-Q1-K1-D4 

BLASTX 

g3582329 

140 

1.0e-08 

121 

34 

(AC005496) unknown protein [Arabidopsis thaliana] 
210763 

LIB3145-008-Q1-K1-D5 

BLASTX 

g4262149 

190 

2.0e-14 

53 ' - 

66 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 

210764 

LIB3145-008-Q1-K1-D7 

BLASTX 

g3850581 

235 

1.0e-19 

69 

65 

(AC005278) EST gb_N96383 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210765 

LIB3145-008-Q1-K1-E11 

BLASTX 

g2369766 

351 

3.0e-33 

108 

63 

(AJ001304) hypothetical protein [Citrus x paradisi] 
210766 

LIB3145-008-Q1-K1-E12 

BLASTX 

g2695861 

522 

3.0e-53 

124 

81 

(Y14272) 3-deoxy-D-manno-2-octulosonate-8-phosphate 
synthase [Pisum sativum] >gi_26958 63_emb_CAA74 645_ (Y14273) 



29174 



3-deoxy-D-manno-2-octulosonate-8-phosphate synthase [Pisum 
sativum] 



Seq. No. 


210767 


Seq. ID 


LIB3145-008-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2281334 


BLAST score 


404 


E value 


2.0e-39 


Mat ph l^na+h 


126 


^ identitv 


59 


NCBI Description 


(U83619) putative pectate 


Sea No 


210768 


Seq. ID 


LIB3145-008-O1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2511531 


BLAST score 


523 


Hi V a. _L LiC 


2 Oe-53 


Lid U Oil ±Clitj L,ii 


125 


& -j Hpnf \ +■ v 


85 




(AF0081201 aloha tubulin ' 




>ai 3163944 emb CAA06618 




[Eleusine indica] 


Seq. No. 


210769 


Seq. ID 


LIB3145-008-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gll75468 


BLAST score 


142 


E value 


9.0e-09 


Match length 


98 


% identity 


37 



1 [Eleusine indica] 



NCBI Description 



HYPOTHETICAL 47.3 KD PROTEIN C22G7.07C IN CHROMOSOME I 

>gi_2130328__pir S62451 hypothetical protein SPAC22G7.07c 

fission yeast (Schizosaccharomyces pombe) 

>gi_1009457_emb_CAA91131.1_ (Z54328) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210770 

LIB3145-008-Q1-K1-E8 

BLASTX 

g3445212 

190 

2.0e-14 

52 

69 

(AC004786) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



210771 

LIB3145-008-Q1-K1-F1 

BLASTX 

g2642158 

480 

2.0e-48 
114 



29175 



% identity /b , . , . ^.u n ■ i 

NCBI Description (AC003000) hypothetical protein [Arabidopsis thaliana] 

210772 

LIB3145-008-Q1-K1-F10 
BLASTX 
g2384671 
538 

4.0e-55 
142 
73 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 



Seq. No. 210773 

Seq. ID LIB3145-008-Q1-K1-F2 

Method BLASTX 

NCBI GI g2842490 

BLAST score 253 

E value 8.0e-22 

Match length 67 

% identity 69 t 
NCBI Description (AL021749) heat-shock protein [Arabidopsis thaliana] 

Seq. No. 210774 

Seq. ID LIB3145-008-Q1-K1-F3 

Method BLASTX 

NCBI GI g2369714 

BLAST score 154 

E value 2.0e-10 

Match length 75 

% identity 49 

NCBI Description (Z97178) elongation factor 2 [Beta vulgaris] 

Seq. No. 210775 

Seq. ID LIB3145-008-Q1-K1-F4 

Method BLASTX 

NCBI GI g4126401 

BLAST score 406 

E value 9.0e-40 

Match length 92 

% identity 85 . 
NCBI Description (AB011795) flavanone 3-hydroxylase [Citrus sinensis] 

Seq. No. 210776 

Seq. ID LIB3145-008-Q1-K1-F6 

Method BLASTX 

NCBI GI g4432834 

BLAST score 203 

E value 5.0e-16 

Match length 79 

% identity 57 

NCBI Description (AC006283) unknown protein [Arabidopsis thaliana] 

Seq. No. 210777 

Seq. ID LIB3145-008-Q1-K1-F7 

Method BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29176 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2961390 
495 

4.0e-50 

122 

66 

(AL022141) 
thaliana] 



beta-galactosidase like protein [Arabidopsis 



Corf Vf/-\ 

beg. jn u • 


210778 


beg. iu 


tt 13*5*1 4R-008-O1-K1-G10 


Tut 4— Vi /-^ 




INUDl OX 


rrl 871 1 8 5 


BLAbi score 


DZ U 


E value 


1.0e-64 


Match length 


135 


t ^4 /**v +■ t 4* * r 

^ iaenuj-T,y 




jNOrii uescripi-ion 


niQfU^cn qp V pn in absentia isoloa [Arabidopsis thaliana] 


beg. wo. 


91 0779 


beg. id 


T TR^1 4 R- 008-01 -Kl -£11 1 


Method 


Diiiibl A 


vt/-'< rj T C 1 T 


rrAA RR^Q? 


BLAST score 


O / O 


E. value 


3. 0e-36 


Match length 


88 


% identity 




NCBI Description 


(AL035528) putative protein [Arabidopsis thaliana] 


Seg. No. 


210780 


Seg. ID 


LIB3145-008-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g481236 


BLAST score 


236 


E value 


8.0e-20 


Match length 


58 


% identity 


79 


NCBI Description 


hypothetical protein - Madagascar periwinkle 


>gi 407410 emb_CAA81526_ (Z26880) 14 kDa polypeptide 




[Catharanthus roseus] 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210781 

LIB3145-008-Q1-K1-H3 

BLASTX 

gl666897 

140 

1.0e-08 

85 

33 

(U75969) CHL1 protein [Homo sapiens] 



Seg. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



210782 

LIB3145-008-Q1-K1-H4 

BLASTX 

g 4544460 

144 

5.0e-09 
118 



29177 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

(AC006592) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



210783 

LIB3145-009-Q1-K1-A10 

BLASTX 

g3080420 

359 

3.0e-34 
116 
63 

(AL022604) 
thaliana] 



putative sugar transporter protein [Arabidopsis 



210784 

LIB3145-009-Q1-K1-A6 

BLASTN 

g3108329 

180 

9.0e-97 

227 

95 

Gossypium barbadense clone pXP3-50 repetitive DNA sequence 



Seq. No. 


210785 


Seq. ID 


LIB3145-009-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4567229 


BLAST score 


206 


E value 


3.0e-16 


Match length 


89 


% identity 


45 


NCBI Description 


(AC007119) putative pectin 




thaliana] 


Seq. No. 


210786 


Seq. ID 


LIB3145-009-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3608479 


BLAST score 


312 


E value 


1.0e-28 


Match length 


85 


% identity 


72 


NCBI Description 


(AF088912) ribosomal prote 


Seq. No. 


210787 


Seq. ID 


LIB3145-009-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g729273 


BLAST score 


701 


E value 


3.0e-74 


Match length 


143 


% identity 


90 


NCBI Description 


CYPR04 PROTEIN >gi 322804 



cardunculus] 



29178 



(D 



C /2i /~r }\\r\ 


210788 


Seq. ID 


LIB3145-009-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2232057 




157 


H) VaJ. LLC 


2 . Oe-10 
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210790 


Sea ID 


LIB3145-009-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gll70622 


BLAST score 


212 


E value 


6.0e-17 


Match length 


107 


% identity 


46 



NCBI Description 



CASEIN KINASE I, DELTA ISOFORM LIKE (CKI-DELTA) >gi_54 9973 
(U12857) casein kinase I-like protein; similar to the rat 
delta isoform of casein kinase I, Swiss-Prot Accession 
Number Q06486 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210791 

LIB3145-009-Q1-K1-B6 

BLASTX 

g418854 

721 

1.0e-76 

146 
17 

ubiquitin precursor - parsley >gi_288112_emb_CAA45621_ 
(X64344) polyubiquitin [Petroselinum crispum] 
>gi_288114_emb_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210792 

LIB3145-009-Q1-K1-C2 

BLASTX 

g2252866 

185 

9.0e-14 

54 

67 

(AF013294) contains region of similarity to SYT 



29179 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
210793 

LIB3145-009-Q1-K1-C5 

BLASTX 

g755150 

401 

4.0e-39 

114 

51 

(U13670) vacuolar H+-ATPase proteolipid (16 kDa) 
[Gossypium hirsutum] 



subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210794 

LIB3145-009-Q1-K1-C6 

BLASTX 

gl706377 

558 

1.0e-60 

140 
83 

DIHYDROFLAVONOL-4 -REDUCTASE (DFR) (DIHYDROKAEMPFEROL 
4 -REDUCTASE) >gi_499018_emb_CAA53578_ (X75964) 
dihydroflavonol reductase [Vitis vinifera] 

210795 

LIB3145-009-Q1-K1-C8 

BLASTN 

g2656031 

36 

1.0e-10 

56 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210796 

LIB3145-009-Q1-K1-D1 

BLASTX 

g3763916 

240 

3.0e-20 

140 

41 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 

210797 

LIB3145-009-Q1-K1-D10 

BLASTX 

gll4682 

304 

1.0e-27 

93 
67 

ATP SYNTHASE DELTA CHAIN, 



MITOCHONDRIAL PRECURSOR 



29180 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 

210798 

LIB3145-009-Q1-K1-D6 

BLASTX 

gl26962 

267 

1.0e-23 

110 

54 

TONOPLAST INTRINSIC PROTEIN, ROOT-SPECIFIC RB7 

>gi_99747_pir S13718 probable membrane channel protein - 

Arabidopsis thaliana >gi_16492_emb_CAA38633__ (X54854) 
possible membrane channel protein [Arabidopsis thaliana] 

210799 

LIB3145-009-Q1-K1-D8 

BLASTX 

g2136139 

321 

1.0e-29 

140 

12 

sds22 protein homolog - human >giJL085028_emb_CAA90626_ 
(Z50749) yeast sds22 homolog [Homo sapiens] 

>gi_1585165_prf 2124310A sds22 gene [Homo sapiens] 

>gi_4506013_ref_NP_002703.1_pPPPlR7_ protein phosphatase 
regulatory subunit 



Seq. No. 


210800 


Seq. ID 


LIB3145-009-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g25003J8 


BLAST score 


256 


E value 


4.0e-22 


Match length 


57 


% identity 


84 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 


Seq. No. 


210801 


Seq. ID 


LIB3145-009-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


g642361 


BLAST score 


40 


E value 


4.0e-13 


Match length 


44 


% identity 


98 


NCBI Description 


T.ranunculoides ITS2 and 


Seq. No. 


210802 


Seq. ID 


LIB3145-009-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3335367 



29181 



BLAST, score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162 

4.0e-ll 

54 

46 

(AC003028) unknown protein [Arabidopsis thaliana] 
210803 

LIB3145-009-Q1-K1-F12 

BLASTX 

gl35860 

513 

3.0e-52 

131 

79 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_99761_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_445129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 

210804 

LIB3145-009-Q1-K1-F2 

BLASTX 

g462013 

623 

4.0e-65 

142 

82 

EN DO PLASM IN HOMOLOG PRECURSOR {GRP94 HOMOLOG) 

>gi__542022_pir S3 9558 HSP90 homolog - Madagascar 

periwinkle >gi_348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 



Seq. No. 


210805 


Seq. ID 


LIB3145- 


Method 


BLASTX 


NCBI GI 


gl220196 


BLAST score 


600 


E value 


2.0e-62 


Match length 


133 


% identity 


86 


NCBI Description 


(U49061) 


Seq. No. 


210806 


Seq. ID 


LIB3145- 


Method 


BLASTX 


NCBI GI 


g399013 


BLAST score 


549 


E value 


2.0e-56 


Match length 


124 


% identity 


35 


NCBI Description 


ADP,ATP 




(ADENINE 



alcohol dehydrogenase 2a [Gossypium hirsutum] 



>gi_99658_pir_ 



I PROTEIN 1 PRECURSOR (ADP/ATP T RAN SLOCAS E 1) 
XTIDE TRANSLOCATOR 1) (ANT 1) 

S21313 ADP, ATP carrier protein - Arabidopsis 



29182 



ei) 



thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X6554 9) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 





210807 




Oc^t xu 


LIB3145-009- 


■Ql 




BLASTX 




MPRT CJ 


g2339980 




OilrliJ i OUU1C 


542 




£j va± u.c 


1.0e-55 




Mafrh Ipncrth 


141 




% i d^ntitv 


74 




NCBI Description 


(Y11337) RGA2 


Seq. No. 


210808 




Seq. ID 


LIB3145-009- 


-Ql 


Method 


BLASTX 




NCBI GI 


g2499966 




BLAST score 


173 




E value 


2.0e-12 




Match length 


35 




% identity 


94 




NCBI Description 


PHOTOSYSTEM 


I 



REACTION CENTRE SUBUNIT IV A PRECURSOR (PSI-E 
A) >gi_632722_bbs_151001 (S72356) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, 
141 aa] [Nicotiana sylvestris] 



Peptide Chloroplast, 



Seq. No. 


210809 


Seq. ID 


LIB3145-009-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2213610 


BLAST score 


211 


E value 


6.0e-17 


Match length 


124 


% identity 


23 


NCBI Description 


(AC000103) F21J9.4 [Arabidopsis thaliana] 


Seq. No. 


210810 


Seq. ID 


LIB3145-009-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3885328 


BLAST score 


239 


E value 


4.0e-20 


Match length 


130 


% identity 


42 


NCBI Description 


(AC005623) putative serine/threonine protein 




[Arabidopsis thaliana] 


Seq. No. 


210811 


Seq. ID 


LIB3145-009-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl22085 


BLAST score 


507 


E value 


2.0e-51 


Match length 


120 


% identity 


85 



29183 




NCBI Description HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970__ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_88 6738__emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi__1314779 (U54827) histone H3 
homolog [Brassica napus] >giJL531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gbJ435387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210812 

LIB3145-009-Q1-K1-G8 

BLASTX 

g3901268 

168 

9.0e-12 
117 
37 



3 / 

(AF060173) SV2 related protein [Rattus norvegicus] 



210813 

LIB3145-009-Q1-K1-G9 

BLASTX 

gl363325 

232 

3.0e-19 

71 

63 

RNA helicase HEL117 - 
[Rattus norvegicus] 



rat >gi_897915 (U25746) RNA helicase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210814 

LIB3145-009-Q1-K1-H1 

BLASTX 

g2982444 

506 

2.0e-51 

131 

75 

(AL022224) CLV1 receptor kinase like protein [Arabidopsis 
thaliana] 



29184 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210815 

LIB3145-009-Q1-K1-H2 

BLASTX 

g3757522 

193 

1.0e-14 

60 

58 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
210816 

LIB3145-009-Q1-K1-H3 

BLASTX 

g2655008 

337 

1.0e-31 
134 
49 

(AF017144) 
esculent urn] 



l-4)-beta-mannan endohydrolase [Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210817 

LIB3145-009-Q1-K1-H6 

BLASTX 

g3402711 

307 

3.0e-28 

77 

33 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210818 

LIB3145-010-Q1-K1-A1 

BLASTX 

g3413511 

169 

5.0e-12 
86 
58 

(AJ000265) 
oleracea] 



glucose-6-phosphate isomerase [Spinacia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



210819 

LIB3145-010-Q1-K1-A10 

BLASTX 

g3386604 

144 

3.0e-09 

72 

39 

(AC004665) putative protein kinase [Arabidopsis thaliana] 
210820 

LIB3145-010-Q1-K1-A11 

BLASTX 

g3738320 



29185 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



142 

8.0e-09 

86 

37 

(AC005170) putative cinnamoyl CoA reductase [Arabidopsis 
thaliana] 

210821 

LIB3145-010-Q1-K1-A5 

BLASTX 

g2961389 

480 

2.0e-48 

131 

64 

(AL022141) purple acid phosphatase like protein 
[Arabidopsis thaliana] >gi_4 006925_emb_CAB16853_ (Z99708) 
purple acid phosphatase like protein [Arabidopsis thaliana] 

210822 

LIB3145-010-Q1-K1-A6 

BLASTX 

g3367534 

468 

4.0e-47 

111 

80 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 

210823 

LIB3145-010-Q1-K1-B2 

BLASTX 

g3337361 

499 

l.Ge-50 

120 
73 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
210824 

LIB3145-010-Q1-K1-B3 

BLASTN 

gl8058 

36 

4.0e-ll 

48 

94 

Citrus limon cistron for 26S ribosomal RNA 
210825 

LIB3145-010-Q1-K1-B5 

BLASTX 

g2244780 

199 

1.0e-15 



29186 



® 



Match length 83 
% identity 55 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



(Z97335) hypothetical protein [Arabidopsis thaliana] 



210826 

LIB3145-010-Q1-K1-C1 
BLASTX 
gl814403 
538 

3.0e-55 

123 
83 

(U84889) methionine synthase 
crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ~ 

NCBI Description 



[Mesembryanthemum 



210827 

LIB3145-010-Q1-K1-C3 

BLASTX 

g3334128 

199 

2.0e-15 

96 

52 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE 
PRECURSOR (BCCP) >gi_1066348 (U23155) acetyl-CoA 
carboxylase biotin-containing subunit [Arabidopsis 
thaliana] 

210828 

LIB3145-010-Q1-K1-C4 

BLASTX 

g3608479 

262 

4.0e-23 

85 

67 

(AF088912) ribosomal protein L15 [Petunia x hybrida] 
210829 

LIB3145-010-Q1-K1-C6 

BLASTX 

g2244924 

391 

6.0e-38 

98 

71 

(Z97339) glutaredoxin [Arabidopsis thaliana] 
210830 

LIB3145-010-Q1-K1-C7 

BLASTX 

g4210948 

147 

1.0e-09 

30 
93 

(AF085275) DnaJ protein [Hevea brasiliensis] 



29187 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210831 

LIB3145-010-Q1-K1-C8 

BLASTX 

gl711507 

328 

1.0e-30 

75 

79 

SIGNAL RECOGNITION PARTICLE 19 KD PROTEIN (SRP19) 
>gi_624221 (U19030) signal recognition particle 19 kDa 
protein subunit SRP19 [Oryza sativa] 



Spct No 


210832 


Seq. ID 


LIB3145-010-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2293566 


BLAST score 


157 


E value 


1.0e-10 


Match length 


29 


% identity 


100 


NCBI Description 


(AF012896) ADP-ribosylation factor 1 


Seq. No. 


210833 


Seq. ID 


LIB3145-010-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4056468 


BLAST score 


212 


E value 


6.0e-17 


Match length 


108 


% identity 


44 


NCBI Description 


(AC005990) Contains similarity to gb 



[Oryza sativa] 



polygalacturonase from Persea americana and is a member of 
the signal peptidase family PF_004 61 and polygalacturonase 
family PF__00295. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210834 

LIB3145-010-Q1-K1-D4 

BLASTX 

g2129727 

382 

6.0e-37 

87 

57 

RNA-binding protein 37 - Arabidopsis thaliana >gi_1174153 
(U44134) RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210835 

LIB3145-010-Q1-K1-D6 

BLASTX 

g3249098 

147 

2.0e-09 

82 

43 

(AC003114) ESTs gb_T04610, gb_N38459, gb_T45174, gb_R30481 
and gb N64971 come from this gene. [Arabidopsis thaliana] 



29188 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210836 

LIB3145-010-Q1-KI-D9 

BLASTX 

g2879811 

356 

4.0e-34 
70 
90 

(AJ223316) 



ribosomal protein L30 [Lupinus luteus] 



210837 

LIB3145-010-Q1-K1-E10 

BLASTX 

g3869253 

139 

3.0e-16 

105 
50 

(U39288) ferredoxin-dependent glutamate synthase precursor 
[Arabidopsis thaliana] 



Seq. No. 


210838 


Seq. ID 


LIB3145-010-Q1-K1-E5 


Method 


BLASTN 


NCBI GI 


gl8058 


BLAST score 


237 


E value 


1.0e-131 


Match length 


275 


% identity 


97 


NCBI Description 


Citrus limon cistron for 


Seq. No. 


210839 


Seq. ID 


LIB3145-010-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g729974 


BLAST score 


317 


E value 


2.0e-29 


Match length 


78 


% identity 


76 


NCBI Description 


FLORAL HOMEOTIC PROTEIN 



RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PMADS1 (GREEN PETAL HOMEOTIC 

PROTEIN) >gi_322773_pir S31693 transcription factor gp - 

garden petunia >gi_22665_emb_CAA4 9567_ (X69946) GP (green 
petal) [Petunia x hybrida] 

210840 

LIB3145-010-Q1-K1-E8 

BLASTX 

g4406780 

566 

2.0e-58 

133 

83 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 



Seq. No. 



210841 



29189 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-010-Q1-K1-F5 

BLASTX 

g4006882 

196 

2.0e-16 

61 
75 

(Z99707) UDP-glucuronyltransferase-like protein 
[Arabidopsis thaliana] 

210842 

LIB3145-010-Q1-K1-F6 

BLASTX 

gl730109 

472 

1.0e-47 

104 

78 

LEUCOANTHOCYANIDIN DIOXYGENASE (LDOX) ( LEUCOANT HOC YAN I D I N 
HYDROXYLASE) >gi_4 9902 2_emb_CAA5 358 0_ (X75966) 
leucoanthocyanidin dioxygenase [Vitis vinifera] 



Seq. No. 


210843 


Seq. ID 


LIB3145-010- 


Method 


BLASTX 


NCBI GI 


g3063453 


BLAST score 


341 


E value 


4.0e-32 


Match length 


136 


% identity 


52 


NCBI Description 


(AC003981) 


Seq. No. 


210844 


Seq. ID 


LIB3145-010 


Method 


BLASTX 


NCBI GI 


g4432860 


BLAST score 


276 


E value 


1.0e-24 


Match length 


95 


% identity 


29 


NCBI Description 


(AC006300) 



-F8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



[Arabidopsis thaliana] 
210845 

LIB3145-010-Q1-K1-G6 

BLASTX 

g!130682 

656 

5.0e-69 

134 

94 

(Z46959) acetohydroxyacid synthase [Gossypium hirsutum] 
210846 

LIB3145-010-Q1-K1-G8 

BLASTX 

gl209703 



29190 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



315 

3.0e-29 

95 

61 

(U40489) maize gll homolog [Arabidopsis thaliana] 
210847 

LIB3145-010-Q1-K1-H2 

BLASTX 

g3478637 

344 

2.0e-32 

138 

47 

(AC005546) R29425_l [Homo sapiens] 
210848 

LIB3145-010-Q1-K1-H3 

BLASTX 

g462195 

367 

4.0e-35 

86 

84 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi 100682_pir S21636 GOS2 protein - rice 

>gi~20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 

>gi 3789950 (AF094774) translation initiation factor [Oryza 

sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



210849 

LIB3145-010-Q1-K1-H5 

BLASTX 

g927428 

473 

1.0e-47 

128 

80 

(X86733) fisl [Linum usitatissimum] 
210850 

LIB3145-010-Q1-K1-H6 

BLASTN 

g4098126 

62 

3.0e-26 

70 
97 

Gossypium hirsutum sucrose synthase mRNA, partial cds 
210851 

LIB3145-010-Q1-K1-H8 

BLASTX 

g4204276 

269 

1.0e-23 
122 



29191 



% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

(AC00414 6) Hypothetical protein [Arabidopsis thaliana] 
210852 

LIB3145-011-Q1-K1-A1 

BLASTX 

g3738325 

197 

3.0e-15 

58 
67 

(AC005170) 
thaliana] 



putative CaMB-channel protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210853 

LIB3145-011-Q1-K1-A10 

BLASTX 

g3885340 

246 

1.0e-25 

87 
71 

(AC005623) unknown protein [Arabidopsis thaliana] 
210854 

LIB3145-011-Q1-K1-A12 

BLASTX 

g4090257 

286 

1.0e-25 

61 

89 

(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 
210855 

LIB3145-011-Q1-K1-A6 

BLASTX 

gll5794 

497 

1.0e-50 

99 

65 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 
>gi_19277_emb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 

210856 

LIB3145-011-Q1-K1-A7 

BLASTX 

g2244956 

264 

5.0e-23 
98 

(Z97340) strong similarity to pectinesterase [Arabidopsis 



29192 



thaliana] 



Seq. No. 


210857 


Seq. ID 


LIB3145-011-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl25887 


BLAST score 




E value 


6.0e-18 


Match length 


115 


% identity 


44 


NCBI Description 


ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 




>gi 82092 pir S04765 LAT52 protein precursor - tomato 




>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 




esculentum] 


Seq. No. 


210858 


Seq. ID 


LIB314 5-011-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2959324 


BLAST score 


568 


E value 


9.0e-59 


Match length 


128 


% identity 


34 


NCBI Description 


(Y15224) Importin alpha-like protein [Arabidopsis thaliana] 


Seq. No. 


210859 


Seq. ID 


LIB3145-011-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g266945 


BLAST score 


533 


E value 


1. Oe-54 


Match length 


124 


% identity 


84 


NCBI Description 


60S RIBOSOMAL PROTEIN L9 (GIBBERELL IN- REGULATED PROTEIN GA) 




>gi 100065 pir S19978 ribosomal protein L9 - garden pea 




>gi 20727 emb CAA46273 (X65155) GA [Pisum sativum] 




>giJL279645_emb_CAA65987_ (X97322) ribosomal protein L9 




[Pisum sativum] 


Seq. No. 


210860 


Seq. ID 


LIB3145-011-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl731144 


BLAST score 


248 


E value 


4 . 0e-21 


Match length 


132 


% identity 


40 


NCBI Description 


HYPOTHETICAL 28.6 KD PROTEIN T07A5.2 IN CHROMOSOME III 




>gi_3879519_emb_CAA88132_ (Z48055) similar to the yeast 




hypothetical protein YK10 (Swiss Prot accession number 




P36125); cDNA EST EMBL:C11826 comes from this gene 




[Caenorhabditis elegans] 


Seq. No. 


210861 


Seq. ID 


LIB3145-011-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g!742965 



29193 



EIjAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



371 

1.0e-35 

139 

54 

(YQ9562) HAPp48,5 protein [Arabidopsis thaliana] 
210862 

LIB3145-011-Q1-K1-C1 

BLASTX 

g2267567 

162 

4.0e-ll 

62 

50 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 



Seq. No. 


210863 


Seq. ID 


LIB3145-011-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2290532 


BLAST score 


352 


E value 


2.0e-33 


Match length 


125 


% identity 


60 


NCBI Description 


(U94748) AN11 [Petunia x 


Seq. No. 


210864 


Seq. ID 


LIB3145-011-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g461736 


BLAST score 


310 


E value 


2.0e-28 


Match length 


64 


% identity 


95 


NCBI Description 


MITOCHONDRIAL CHAPERONIN 



P60-2 PRECURSOR 

>gi_478786_pir S29316 chaperonin 60 - cucurbit 

>gi_12546_emb_CAA50218_ (X70868) chaperonin 60 [Cucurbita 
sp.] 



Seq. No. 210865 

Seq. ID LIB3145-011-Q1-K1-C5 

Method BLASTX 

NCBI GI g2894612 

BLAST score 227 

E value 1.0e-18 

Match length 57 

% identity 74 

NCBI Description (AL021889) putative protein [Arabidopsis thaliana] 

Seq. No. 210866 

Seq. ID LIB3145-011-Q1-K1-C6 

Method BLASTX 

NCBI GI g3513744 

BLAST score 175 

E value 1.0e-12 



29194 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 
40 

(AF080118) contains similarity to Medicago truncatula MtN3 
(GB:Y08726) [Arabidopsis thaliana] 

210867 

LIB3145-011-Q1-K1-D2 

BLASTX 

g548774 

566 

2.0e-58 

128 

85 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj__BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

210868 

LIB3145-011-Q1-K1-D3 

BLASTX 

g4415917 

408 

6.0e-40 

121 
64 

(AC006282) putative protein containing zinc finger domain 
[Arabidopsis thaliana] 

210869 

LIB3145-011-Q1-K1-D7 

BLASTX 

g3386614 

491 

1.0e-49 

129 
39 

(AC004665) putative transcription factor SF3 [Arabidopsis 
thaliana] 

210870 

LIB3145-011-Q1-K1-E12 

BLASTX 

g266829 

125 

2.0e-10 

39 

86 

SERINE/THREONINE PROTEIN PHOSPHATASE PP1 ISOZYME 1 

>gi_81655_pir S20882 phosphoprotein phosphatase (EC 

3.1.3.16) 1 catalytic chain (clone TOPP1) - Arabidopsis 
thaliana >gi_16431_emb_CAA45611_ (X64328) protein 
phosphatase-1 [Arabidopsis thaliana] >gi_166572 (M93408) 
phosphoprotein phosphatase 1 [Arabidopsis thaliana] 
>gi_3980395 (AC004561) phosphoprotein phosphatase-type 1 
catalytic subunit [Arabidopsis thaliana] 



Seq. No. 



210871 



29195 



S.eq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



UB3145-011-Q1-K1-E2 

BLASTX 

g3643611 

306 

5.0e-28 

84 

68 

(AC005395) 



putative casein kinase [Arabidopsis thaliana] 



210872 

LIB3145-011-Q1-K1-E4 

BLASTX 

g3860249 

403 

2.0e-39 

126 
67 

(AC005824) unknown protein [Arabidopsis thaliana] 



210873 

LIB3145-011-Q1-K1-E5 

BLASTX 

gll42619 

425 

6.0e-42 

141 

61 

(U18348) phaseolin G-box binding protein PG1 
vulgaris] 



[Phaseolus 



210874 

LIB3145-011-Q1-K1-E6 

BLASTX 

g2695711 

423 

1.0e-41 

124 
61 

(AJ001370) cytochome b5 [Olea europaea] 
210875 

LIB3145-011-Q1-K1-E8 

BLASTX 

g2583128 

227 

1.0e-18 

133 

40 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
210876 

LIB3145-011-Q1-K1-E9 

BLA-STX 

g4220531 

192 

1.0e-14 
126 



29196 




% identity 


41 


NCBI Description 


(AL035356) hypothetical protein [Arabidopsis"~thaliana] 


Seq. No. 


210877 


Seq. ID 


LIB3145-011-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


399 


E value 


6.0e-39 


Match length 


103 


% identity 


77 


NCBI Description 


(AL021711) putative protein [Arabidopsis thaliana] 


Seq. No. 


210878 


Seq. ID 


LIB3145-011-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3334261 




141 


E value 


1.0e-08 


Match length 


48 


% identity 


56 


NCBI Description 


METALLOTHIONEIN-LIKE PROTEIN TYPE 2 >gi_1655851 (U61973) 




metallothionein-like protein [Malus domestical 


Seq. No. 


210879 


Seq. ID 


LIB3145-011-Q1-K1-F4 


Method 


BLASTX 


KTPRT (IT 


rr^9fid fil 1 


BLAST score 


280 


E value 


6.0e-25 


Match length 


60 


% identity 


83 


NCBI Description 


(AF061511) seven in absentia homolog [Zea mays] 


Seq. No. 


210880 


Seq. ID 


LIB3145-011-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


a3337361 


BLAST score 


585 


E value 


1.0e-60 


Match length 


140 


% identity 


73 


NCBI Description 


(AC00448I) ankyrin-like protein [Arabidopsis thaliana] 


Seq. No. 


210881 


Seq. ID 


LIB3145-011-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4185599 




232 


E value 


3.0e-19 


Match length 


130 


% identity 


39 


NCBI Description 


(AB010708) Anthocyanin 5-aromatic acyltransf erase [Gentiana 




triflora] 


Seq. No. 


210882 


Seq. ID 


LIB3145-011-Q1-K1-F8 



29197 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3386621 

424 

8.0e-42 

103 

84 

(AC004665) unknown protein [Arabidopsis thaliana] 
210883 

LIB3145-011-Q1-K1-G1 

BLASTX 

g4204295 

148 

2.0e-09 

100 

39 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

210884 

LIB3145-011-Q1-K1-G4 

BLASTN 

g2829205 

41 

6.0e-14 

100 

90 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

210885 

LIB3145-011-Q1-K1-G5 

BLASTX 

g2827544 

542 

1.0e-55 

144 

73 

(AL021635) HSP associated protein like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210886 

LIB3145-011-Q1-K1-G6 

BLASTX 

g2827544 

513 

3.0e-52 

138 
73 

(AL021635) 
thaliana] 



HSP associated protein like [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210887 

LIB3 1 4 5 -0 1 1-Q1 -Kl -G8 

BLASTX 

g2827544 

181 



29198 



E value 
Match length 
% identity 
NCBI Description 



1.0e-13 

90 

50 

(AL021635) HSP associated protein like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210888 

LIB3145-011-Q1-K1-G9 

BLASTX 

g3122638 

559 

9.0e-58 

118 

39 

PP1/PP2A PHOSPHATASES PLEIOTROPIC REGULATOR PRL1 

>gi_1076381_pir S49820 PRL1 protein - Arabidopsis thaliana 

>gi 577733_erab_CAA58031_ (X82824) PRL1 [Arabidopsis 
thaliana] >gi__577735_emb_CAA58032_ (X82825) PRL1 
[Arabidopsis thaliana] >gi_2244947_emb_CAB10369. 1_ (Z97339) 
PRL1 protein - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21088 9 

LIB3145-011-Q1-K1-H12 

BLASTX 

g3264769 

312 

4.0e-37 
100 
75 

(AF071894) 
armeniaca] 



late embryogenesis-like protein [Prunus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



210890 

LIB3145-011-Q1-K1-H4 

BLASTX 

g3763916 

227 

1.0e-18 

143 

39 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 

210891 

LIB3145-011-Q1-K1-H5 

BLASTN 

g20412 

46 

1.0e-16 

74 

91 

P.amygdalus mRNA for alpha-tubulin 
210892 

LIB3145-011-Q1-K1-H7 
BLASTX 



29199 



NCBI GI g2760326 

BLAST score 155 

E value 6.0e-19 

Match length 106 

% identity 50 

NCBI Description (AC002130) F1N21.11 [Arabidopsis thaliana] 




210893 

LIB3145-011-Q1-K1-H9 
BLASTX 
g2702277 
178 

4.0e-13 

98 
44 

(AC003033) putative cyclin g-associated kinase [Arabidopsis 
thaliana] >gi_2914689 (AC003974) putative cyclin 
g-associated kinase [Arabidopsis thaliana] 

210894 

LIB3145-012-Q1-K1-A10 
BLASTX 
g3915037 
702 

2.0e-74 

148 
8 6 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYL TRANSFERASE 2) 
>gi_2570067_emb__CAA04512_ (AJ001071) second sucrose 
synthase [Pisum sativum] 

Seq. No. 210895 

Seq. ID LIB3145-012-Q1-K1-A3 

Method BLASTX 

NCBI GI g2462828 

BLAST score 414 

E value 1.0e-40 

Match length 135 

% identity 56 _ . , 

NCBI Description (AF000657) hypothetical protein [Arabidopsis thaliana j 

Seq. No. 210896 

Seq. ID LIB3145-012-Q1-K1-A5 

Method BLASTX 

NCBI GI g3885334 

BLAST score 558 

E value 1.0e-57 

Match length 132 

% identity 77 

NCBI Description (AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 210897 

Seq. ID LIB3145-012-Q1-K1-A9 

Method BLASTX 

NCBI GI gll84075 

BLAST score 292 



29200 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



3.0e-26 

146 

2 

(U42444) Cf-2.1 [Lycopersicon pimpinelli folium] 

>gi_1587673_prf 2207203A Cf-2 gene [Lycopersicon 

esculent urn] 

210898 

LIB3145-012-Q1-K1-C10 

BLASTX 

gl345882 

344 

2.0e-32 

72 

88 



NCBI Description CYTOCHROME B5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210899 

LIB3145-012-Q1-K1-C11 

BLASTX 

g3639087 

694 

2.0e-73 

145 

88 

(AF090444) phospholipase 
(U85482) phospholipase D 
>gi_4 324 97 l_gb_AAD17 2 0 9__ 
[Brassica oleracea var 



D2 [Brassica oleracea] >gi_3924621 
[Brassica oleracea var. capitata] 
(AF113919) phospholipase D2 
capitata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210900 

LIB3145-012-Q1-K1-C2 

BLASTX 

g464986 

415 

8.0e-41 

80 

94 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 ( 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) ( 

>gi_421857_pir S32674 ubiquitin — protein 

6.3.2.19) UBC9 - Arabidopsis thaliana 
>gi_297884_emb_CAA78714_ (Z14990) ubiquit 
enzyme homolog [Arabidopsis thaliana] >gi 
ubiquitin conjugating enzyme [Arabidopsis 
>gi_600391_emb_CAA51201_ (X72626) ubiquit 
enzyme E2 [Arabidopsis thaliana] 
>gi_4455355_emb_CAB36765.1_ (AL035524) ub 
ligase UBC9 [Arabidopsis thaliana] 



UBIQCJITIN-PROTEIN 
UBCAT4B) 
ligase (EC 

in conjugating 
349211 (L00639) 
thaliana] 

in conjugating 

iquitin-protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



210901 

LIB3145-012-Q1-K1-C3 

BLASTX 

g2827704 

424 

8.0e-42 
119 



29201 



% identity 


69 


NCBI Description 


(AL021684) LRR-like protein [Arabidopsis thaliana] 


Seq. No. 


210902 


Seq. ID 


LIB3145-012-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2979558 


BLAST score 


383 


E value 


5 . 0e-37 


Match length 


124 


% identity 


63 


NCBI Description 


(AC003680) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


210903 


Seq. ID 


LIB3145-012-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl621268 


BLAST score 


317 


E value 


2 . Oe-29 


Match length 


98 


% identity 


68 


NCBI Description 


(Z81012) unknown [Ricinus communis] 


Seq. No. 


210904 


Seq. ID 


LIB3145-012-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3914685 


BLAST score 


380 


E value 


1.0e-36 


Match length 


79 


% identity 


91 


NCBI Description 


60S RIBOSOMAL PROTEIN L17 >gi_2668748 (AF034948) ribos 




protein L17 [2ea mays] 


Seq. No. 


210905 


Seq. ID 


LIB3145-012-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3289993 


BLAST score 


220 


E value 


7.0e-18 


Match length 


69 


% identity 


59 


NCBI Description 


(AC005258) R30783_l [Homo sapiens] 


Seq. No. 


210906 


Seq. ID 


LIB3145-012-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g!25051 


BLAST score 


521 


E value 


4.0e-53 


Match length 


144 


% identity 


69 


NCBI Description 


ISOVALERYL-COA DEHYDROGENASE PRECURSOR (IVD) 



>gi_88038_pir A37033 isovaleryl-CoA dehydrogenase (EC 

1.3.99.10) precursor - human >gi_306897 (M34192) 
isovaleryl-coA dehydrogenase (IVD) [Homo sapiens] 
>gi_4504799_ref_NP_002216.1_pIVD__ isovaleryl Coenzyme A 



29202 



dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210907 

LIB3145-012-Q1-K1-D12 

BLASTX 

g3212539 

310 

1.0e-28 

111 

60 

Chain A, Structure Of Human Isovaleryl-Coa Dehydrogenase At 
2.6 Angstroms Resolution: Structural Basis For Substrate 
Specificity >gi_3212540_pdbJLIVH_B Chain B, Structure Of 
Human Isovaleryl-Coa Dehydrogenase At 2.6 Angstroms 
Resolution: Structural Basis For Substrate Specificity 
>gi_3212541jpdbJLIVH_C Chain C, Structure Of Human 
Isovaleryl-Coa Dehydrogenase At 2.6 Angstroms Resolution: 
Structural Basis For Substrate Specificity 
>gi_3212542jpdb_lIVH_D Chain D, Structure Of Human 
Isovaleryl-Coa Dehydrogenase At 2.6 Angstroms Resolution: 
Structural Basis For Substrate Specificity 



Seq. t No. 

Seq'" ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210908 

LIB3145-012-Q1-K1-D2 

BLASTX 

g3132478 

253 

8.0e-22 

129 

44 

(AC003096) bZIP-like protein [Arabidopsis thaliana] 
210909 

LIB3145-012-Q1-K1-D3 

BLASTX 

g!399267 

572 

3.0e-59 

126 

62 

(U31752) calmodulin-domain protein kinase CDPK isoform 4 
[Arabidopsis thaliana] 

210910 

LIB3145-012-Q1-K1-D4 

BLASTX 

g289920 

573 

2.0e-59 

110 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 

Method 



210911 

LIB3145-012-Q1-K1-D5 
BLASTX 



29203 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll73256 
592 

1.0e-61 

117 

97 

40S RIBOSOMAL PROTEIN S4 >gi_629496_pir S45026 rrbosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 

(X79300) ribosomal protein, small subunit 4e (RS4e) 

[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210912 

LIB3145-012-Q1-K1-D9 

BLASTX 

gl864017 

767 

6.0e-82 

148 

97 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 



Seq. No. 210913 

Seq. ID LIB3145-012-Q1-K1-E1 

Method BLASTX 

NCBI GI gl518540 

BLAST score 236 

E value 8.0e-20 

Match length 49 

% identity 92 , 

NCBI Description (U53418) UDP-glucose dehydrogenase [Glycine max] 

Seq. No. 210914 

Seq. ID LIB3145-012-Q1-K1-E8 

Method BLASTX 

NCBI GI g3135311 

BLAST score 230 

E value 3.0e-19 

Match length 90 

% identity 46 

NCBI Description (AF053356) actin like gene [Homo sapiens] 

Seq. No. 210915 

Seq. ID LIB3145-012-Q1-K1-E9 

Method BLASTX 

NCBI GI gl743410 

BLAST score 654 

E value 1.0e-68 

Match length 140 

% identity 82 

NCBI Description (Y09825) amino acid transporter [Solanum tuberosum] 



Seq. No. 210916 

Seq. ID LIB3145-012-Q1-K1-F1 

Method BLASTX 

NCBI GI g4056457 

BLAST score 341 

E value 4.0e-32 

Match length 93 



29204 



% identity 70 _ 

NCBI Description (AC005990) ESTs gb_234051 and gb_F13722 come from this 
gene, [Arabidopsis thaiiana] 



Seq. No. 210917 

Seq. ID LIB3145-012-Q1-K1-F10 

Method BLASTX 

NCBI GI g3759184 

BLAST score 148 

E value 2.0e-09 

Match length 135 

% identity 26 

NCBI Description (AB018441) phi-1 [Nicotiana tabacum] 

Seq. No. 210918 

Seq. ID LIB3145-012-Q1-K1-F11 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value 1.0e-10 

Match length 36 

% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 210919 

Seq. ID LIB3145-012-Q1-K1-F3 

Method BLASTX 

NCBI GI g3023961 

BLAST score 621 

E value 6.0e-65 

Match length 122 

NCBI^escJiption HOMEOBOX PROTEIN KNOTTED- 1 -LIKE >gi_1946222_emb_CAA96512 
(Z71980) knottedl-like homeobox protein [Malus domestical 



210920 

LIB3145-012-Q1-K1-F5 
BLASTX 
g82264 
235 

1.0e-19 
47 
91 

ubiquinol— cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC(l)8I) - potato (fragment) 
>gi_498789_emb_CAA56109_ (X79597) cytochrome cl [Sclanum 
tuberosum] 

Seq. No. 210921 

Seq. ID LIB3145-012-Q1-K1-F6 

Method BLASTX 

NCBI GI g3776581 

BLAST score 219 

E value 4.0e-18 

Match length 86 

% identity 53 . 
NCBI Description (AC005388) Similar to Beta integral membrane protexn 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29205 




homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 


210922 


Seq. ID 


LIB3145-012-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2842700 


BLAST score 


242 


E value 


2.0e-20 


Match length 


83 


% identity 


51 


NCBI Description 


n xFUl nh 1 IC/iL ±y^.O KD rKUlhllN UDby.lUO IN UnKUMUoUJXLili 1 


>gi 1644322 emb CAB03612 (Z81317) DNA2-NAM7 helicase 




family protein [Schizosaccharomyces pombe] 


Seq. No. 


210923 


Seq. ID 


LIB3145-012-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


474 


E value 


1.0e-47 


Match length 


126 


% identity 


40 


NCBI Description 


(AC005395) unknown protein [Arabidopsis thaliana] 


Seq. No. 


210924 


Seq. ID 


LIB3145-012-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3033375 


BLAST score 


541 


E value 


2.0e-55 


Match length 


143 


% identity 


71 


NCBI Description 


(AC004238) putative berberine bridge enzyme [Arabidopsis 




thaliana] 


Seq. No. 


210925 


Seq. ID 


LIB3145-012-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4415916 


BLAST score 


449 


E value 


1.0e-44 


Match length 


147 


% identity 


58 


NCBI Description 


(AC006282) putative pectin methylesterase [Arabidopsis 




thaliana] 


Seq. No. 


210926 


Seq. ID 


LIB3145-012-Q1-K1-G12 


Method 


BLASTN 


NCBI GI 


g2687434 


BLAST score 


308 


E value 


1.0e-173 


Match length 


363 


% identity 


96 


NCBI Description 


Eucryphia lucida large subunit 26S ribosomal RNA gene, 




partial sequence 



29206 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210927 

LIB3145-012-Q1-K1-G2 

BLASTX 

g3660471 

500 

7.0e-51 

107 

90 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 

210928 

LIB3145-012-Q1-K1-G4 

BLASTX 

g3096949 

321 

8.0e-30 

108 
56 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_38 94399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 


210929 


Seq. ID 


LIB3145-012-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4538903 


BLAST score 


393 


E value 


3 ,0e-38 


Match length 


81 


% identity 


89 


NCBI Description 


(AL049482) putative protein [Arabidopsis thai 


Seq. No. 


210930 


Seq. ID 


LIB3145-012-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g4097547 


BLAST score 


191 


E value 


1.0e-14 


Match length 


55 


% identity 


38 


NCBI Description 


(U64906) ATFP3 [Arabidopsis thaliana] 


Seq . No . 


210931 


Seq. ID 


LIB3145-012-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2245115 


BLAST score 


268 


E value 


2.0e-23 


Match length 


124 


% identity 


44 


NCBI Description 


(Z97343) unnamed protein product [Arabidopsis 


Seq. No. 


210932 


Seq. ID 


LIB3145-012-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2689469 



29207 



BLAST score 563 

E value 4.0e-58 

Match length 135 

% identity 80 

NCBI Description (U53672) IAA22 [Arabidopsis thaliana] 

Seq. No. 210933 

Seq. ID LIB3145-012-Q1-K1-H11 

Method BLASTX 

NCBI GI g4006894 

BLAST score 143 

E value 6.0e-09 

Match length 84 

% identity 44 

NCBI Description (Z99708) homeodomain protein [Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210934 

LIB3145-012-Q1-K1-H3 

BLASTX 

g4432840 

505 

2.0e-51 

116 

81 

(AC006283) unknown protein [Arabidopsis thaliana] 
210935 

LIB3145-012-Q1-K1-H5 

BLASTX 

g4432840 

184 

1.0e-27 

107 

62 

(AC006283) unknown protein [Arabidopsis thaliana] 
210936 

LIB3145-012-Q1-K1-H9 

BLASTX 

g4006894 

321 

1.0e-29 

111 

59 

(Z99708) homeodomain protein [Arabidopsis thaliana] 
210937 

LIB3145-013-Q1-K1-A11 

BLASTX 

g3122703 

290 

3.0e-26 

81 

70 

60S RIBOSOMAL PROTEIN L23A >gi_2641201 
protein L23a [Fritillaria agrestis] 



(AF031542) ribosomal 



29208 



Seq. No. 


210938 


Seq. ID 


LIB3145-013-Q1-K1-A2 


Method 


BLASTX 






BLAST score 


227 


E value 


7.0e-19 


Match length 


73 


% identity 


64 


NCBI Description 


(Y12618) PPF-1 protein [Pisum 


Seq. No. 


210939 


Seq. ID 


LIB3145-013-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3004564 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


120 


% identity 


31 


NCBI Description 


(AC003673) putative receptor ; 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210940 

LIB3145-013-Q1-K1-A4 

BLASTX 

g3702121 

415 

8.0e-41 

124 

70 

(AJ011681) retinoblastoma-related protein [Chenopodium 
rubrum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210941 

LIB3145-013-Q1-K1-A6 

BLASTX 

g4151319 

346 

1.0e-32 

117 

58 

(AF089084) putative auxin efflux carrier protein; AtPINl 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210942 

LIB3145-013-Q1-K1-A7 

BLASTX 

gl00525 

671 

8.0e-71 

136 

26 

ubiquitin precursor UbB2 - common sunflower (fragment) 
>gi_18803_emb_CAA40323_ (X57003) polyubiquitin protein 
[Helianthus annuus] 



Seq. No. 
Seq. ID 



210943 

LIB3145-013-Q1-K1-A8 



29209 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



BLASTX 

gl076264 

222 

3.0e-18 

67 

63 

carboxyl-terminal processing proteinase Dl precursor - 

spinach >gi_2129489_pir S65146 photosystem II Dl protein 

processing enzyme precursor - spinach 
>gi_999435_dbj_BAA09134_ (D50585) C-terminal protease 
precursor [Spinacia oleracea] 



Seq. No. 


210944 


Seq. ID 


LIB3145-013-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4220527 


BLAST score 


185 


E value 


9.0e-14 


Match length 


54 


% identity 


67 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


210945 


Seq. ID 


LIB3145-013-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3834323 


BLAST score 


193 


E value 


1.0e-14 


Match length 


106 


% identity 


42 


NCBI Description 


(AC005679) F9K20.25 [Arabidopsis thaliana] 


Seq. No. 


210946 


Seq. ID 


LIB3145-013-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2791834 


BLAST score 


335 


E value 


2.0e-31 


Match length 


103 


% identity 


67 


NCBI Description 


(AF041463) elongation factor 1-alpha [Manihot esculenta] 


Seq. No. 


210947 


Seq. ID 


LIB3145-013-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3098571 


BLAST score 


226 


E value 


1.0e-18 


Match length 


103 


% identity 


43 


NCBI Description 


(AF049028) BURP domain containing protein [Brassica napu 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210948 

LIB3145-013-Q1-K1-B8 

BLASTX 

g729092 

248 



29210 



E value 
Match length 
% identity 
NCBI Description 



2.0e-21 

91 

52 

CALCIUM- DEPENDENT PROTEIN KINASE, ISOFORM AK1 (CDPK) 

>gi_477484_jpir A49082 calcium-dependent protein kinase 

isoform AK1 - Arabidopsis thaliana >gi_304105 (L14771) 
calcium-dependent protein kinase [Arabidopsis thaliana] 



Seq. No. 


210949 


Seq. ID 


LIB3145-013-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl346172 


BLAST score 


267 


E value 


2.0e-23 


Match length 


54 


% identity 


89 


NCBI Description 


78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GR] 




(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) 




>gi_170384 (L08830) glucose-regulated protein 78 




[Lycopersicon esculentum] 


Seq. No. 


210950 


Seq. ID 


LIB3145-013-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4510344 


BLAST score 


225 


E value 


1.0e-18 






% identity 


63 


NCBI Description 


(AC006921) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


210951 


Seq. ID 


LIB3145-013-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4191784 


BLAST score 


358 


E value 


3.0e-34 


Match length 


85 


% identity 


73 


NCBI Description 


(AC005917) putative WD-40 repeat protein [Arabidopsis 




thaliana] 


Seq. No. 


210952 


Seq. ID 


LIB3145-013-Q1-K1-D10 


Method 


BLASTN 


NCBI GI 


g2795836 


BLAST score 


32 


E value 


1.0e-08 


Match length 


60 


% identity 


88 


NCBI Description 


Allium thunbergii 18S small subunit nuclear ribosomal 




gene 


Seq. No. 


210953 


Seq. ID 


LIB3145-013-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3334113 



3 78) 

;bip) 



RNA 



29211 



BLAST score 


330 


E value 


9.0e-31 


Match length 


89 


% identity 


73 


NCBI Description 


ACYL-COA- BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 




acyl-CoA-binding protein [Gossypium hirsutum] 


Seq. No. 


210954 


Seq. ID 


LIB3145-013-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3201627 


BLAST score 


240 


E value 


2.0e-20 


Match length 


94 


% identity 


47 


NCBI Description 


(AC004669) putative SWH1 protein [Arabidopsis thaliana] 


Seq. No. 


210955 


Seq. ID 


LIB3145-013-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl296816 


BLAST score 


637 


E value 


9.0e-67 


Match length 


132 


% identity 


93 


NCBI Description 


(X94995) naringenin-chalcone synthase [Juglans sp.] 


Seq. No. 


210956 


Seq. ID 


LIB3145-013-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2760322 


BLAST score 


292 


E value 


2.0e-26 


Match length 


102 


% identity 


52 


NCBI Description 


(AC002130) F1N21.7 [Arabidopsis thaliana] 


Seq. No. 


210957 


Seq. ID 


LIB3145-013-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3024385 


BLAST score 


582 


E value 


3.0e-60 


Match length 


139 


% identity 


73 


NCBI Description 


POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) >gi_606652 




(U09805) polygalacturonase [Gossypium barbadense] 


Seq. No. 


210958 


Seq. ID 


LIB3145-013-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4467157 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


77 


% identity 


44 


NCBI Description 


(AL035540) disease resistance response like protein 



29212 



€1 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210959 

LIB3145-013-Q1-K1-F10 

BLASTX 

g543813 

300 

3.0e-27 

89 
73 

FLORAL HOMEOTIC PROTEIN APETALA1 (AGL7 PROTEIN) 
>gi_16162_emb_CAA78909_ (Z16421) API [Arabidopsis thaliana] 

210960 

LIB3145-013-Q1-K1-F11 

BLASTX 

gll70567 

209 

1.0e-16 

127 
44 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565_erab_CAA83565_ (Z32632) INOl [Citrus x paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210961 

LIB3145-013-Q1-K1-F12 

BLASTX 

g2104536 

229 

6.0e-19 

50 

78 

(AF001308) 
thaliana] 



predicted glycosyl transferase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210962 

LIB3145-013-Q1-K1-F2 

BLASTX 

g2388564 

152 

4.0e-10 

123 
38 

(AC000098) ESTs gb_AA042402, gb_ATTS1380 
gene. [Arabidopsis thaliana] 



come from this 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210963 

LIB3145-013-Q1-K1-F4 

BLASTX 

g4033467 

436 

3.0e-43 

111 

50 

ARGININE/SERINE-RICH SPLICING FACTOR RSP31 
>gi_1707366_erab_CAA67798_ (X99435) splicing factor 



29213 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210964 

LIB3145-013-Q1-K1-F5 

BLASTX 

g2388565 

290 

4.0e-26 

127 
45 

(AC000098) Similar to Prunus pectinesterase (gb_X95991) 
[Arabidopsis thaliana] 



Seq. No. 


210965 


Seq. ID 


LIB3145-013-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4220479 


BLAST score 


360 


E value 


3.0e-36 


Match length 


108 


% identity 


73 


NCBI Description 


(AC006069) unknown protei] 


Seq. No. 


210966 


Seq. ID 


LIB3145-013-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2500579 


BLAST score 


181 


E value 


3.0e-13 


Match length 


74 


% identity 


16 


NCBI Description 


G-RICH SEQUENCE FACTOR-1 




G-rich sequence factor-1 




>gi_4504161_ref_NP_002083 




binding factor 



(GRSF-1) >gi_517196 (U07231) 
[Homo sapiens] 

. lpGRSFl G-rich RNA sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210967 

LIB3145-013-Q1-K1-G2 

BLASTX 

g4388726 

362 

7.0e-35 

89 

75 

(AC006413) putative 12-oxophytodienoate-10, 11-reductase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210968 

LIB3145-013-Q1-K1-G3 

BLASTX 

g3176668 

503 

3.0e-51 

111 
86 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 



29214 



© 



gb_Z33937 come from this gene. [Arabidopsis thaliana] 



Seq, No. 


210969 


Seq. ID 


LIB3145-013-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4432834 


BLAST score 


159 


E value 


5. Oe-11 


Match length 


72 


% identity 


53 


NCBI Description 


(ACO 06283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


210970 


Seq. ID 


LIB3145-013-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2146731 


BLAST score 


264 


E value 


2.0e-23 


Match length 


89 


% identity 


25 


NCBI Description 


FK506-binding protein - Arabidopsis thaliana >gi 




(U49453) rofl [Arabidopsis thaliana] 


Seq. No. 


210971 


Seq. ID 


LIB3145-013-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g!495366 


BLAST score 


251 


E value 


2.0e-21 


Match length 


112 


% identity 


46 


NCBI Description 


(Z69370) nitrite transporter [Cucumis sativus] 


Seq. No. 


210972 


Seq. ID 


LIB3145-013-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3832512 


BLAST score 


156 


E value 


5. 0e-ll 


Match length 


47 


% identity 


68 


NCBI Description 


(AF097922) granule-bound glycogen (starch) syntha 




[Astragalus membranaceus] 


Seq. No. 


210973 


Seq. ID 


LIB3145-013-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2262105 


BLAST score 


356 


E value 


8.0e-34 


Match length 


101 


% identity 


60 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 


Seq. No. 


210974 


Seq. ID 


LIB3145-013-Q1-K1-H5 


Method 


BLASTX 



29215 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



g3213227 
152 

4.0e-10 

90 
32 

(AF035209) putative v- SNARE Vtila [Mus musculus] 
>gi_3421062 (AF035823) 29-kDa Golgi SNARE [Mus musculus] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210975 

LIB3145-013-Q1-K1-H7 

BLASTX 

g2497753 

243 

9.0e-21 

94 

49 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210976 

LIB3145-013-Q1-K1-H8 

BLASTX 

g3924603 

487 

2.0e-49 

105 

56 

(AF069442) putative WD-repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210977 

LIB3145-013-Q1-K1-H9 

BLASTN 

g4519189 

34 

2.0e-09 

183 

49 

Arabidopsis thaliana genomic DNA, 
K5A21, complete sequence 



chromosome 5, TAC clone: 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



210978 

LIB3145-014-Q1-K1-A10 

BLASTX 

g2760334 

411 

3.0e-40 

90 

80 

(AC002130) F1N21.5 [Arabidopsis thaliana] 
210979 

LIB3145-014-Q1-K1-A11 

BLASTX 

gl223926 

624 



29216 



© 



E value 


3.0e-65 


Match length 


150 


% identity 


75 


NCBI Description 


(U49741) Vigna radiata carboxypeptidase II 




cds [Vigna radiata] 


Seq. No. 


210980 


Seq. ID 


LIB314 5-014 -Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl895084 


BLAST score 


687 


E value 


1.0e-72 


Match length 


129 


% identity 


98 


NCBI Description 


(U89897) golgi associated protein se-wap41 


Seq. No. 


210981 


Seq. ID 


LIB3145-014-Q1-K1-A5 


Method 


BLASTX 




g /z y j 


BLAST score 


399 


E value 


5.0e-39 


Match length 


106 


% identity 


79 


NCBI Description 


78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 5 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR (GRP 

78-5) (IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 

5) (BIP 5) >gi_100340_pir S21880 heat shock protein BiP 

homolog blp5 - common tobacco >gi_19813_emb__CAA42660_ 
(X60058) luminal binding protein (BiP) [Nicotiana tabacum] 

210982 

LIB3145-014-Q1-K1-A9 

BLASTX 

g!223926 

366 

2.0e-37 

145 

57 

(U49741) Vigna radiata carboxypeptidase II mRNA, partial 
cds [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210983 

LIB3145-014-Q1-K1-B1 

BLASTX 

g2746826 

145 

5.0e-09 

91 

34 

(AF040646) 
elegans] 



No definition line found [Caenorhabditis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



210984 

LIB3145-014-Q1-K1-B10 

BLASTX 

gl32939 

156 



29217 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-ll 

45 

73 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARP1) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 

210985 

LIB3145-014-Q1-K1-B11 

BLASTX 

gl657621 

560 

1.0e-57 

144 

76 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 



Seq. No. 


210986 


Seq. ID 


LIB3145-014-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3617741 


BLAST score 


226 


E value 


3.0e-19 


Mafcr'h lencrth 


53 


% identity 


85 


NCBI Description 


(AC005687) L3 cytoplas 




thaliana] 


Seq. No. 


210987 


Seq. ID 


LIB3145-014-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2245131 


BLAST score 


252 


E value 


9.0e-22 


Match length 


76 


% identity 


68 


NCBI Description 


(Z97344) hypothetical 


Seq. No. 


210988 


Seq. ID 


LIB3145-014-Q1-K1-C10 


Method 


BLASTN 


NCBI GI 


g296442 


BLAST score 


33 


E value 


6.0e-09 


Match length 


65 


% identity 


88 


NCBI Description 


G.max ADR11 mRNA 


Seq. No. 


210989 


Seq. ID 


LIB3145-014-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3914430 


BLAST score 


574 


E value 


2.0e-59 


Match length 


140 


% identity 


74 



[Arabidopsis 



29218 



NCBI Description 



PROTEASOME EPSILON CHAIN PRECURSOR (MACRO PAIN EPSILON 
CHAIN) ( MULT I CATAL YT I C ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 



Seq. No. 


ziuyyu 


Seq. ID 


LIBol4b-U14-Ql-Kl-Cz 


Method 


BLASTN 




_o QOI n Q f| 

goozi / ou 


BLAST score 


36 


E value 


9. Oe-11 


Match length 


i / 


% identity 




NCBI Description 


Xenopus laevis cdna clone z /Ab-x 


Seq. No. 


210991 


Seq. ID 


LIB314 5-0 14-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3327868 


BLAST score 


lo4 


E value 


3. 0e-10 


Match length 


57 


% identity 


65 


ncbi Description 


(ABUi^yiz; curl-interacting Protein 




thaliana] 


Seq. No. 


210992 


Seq. ID 


LIB3145-014-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3169883 


BLAST score 


339 


E value 


7.0e-32 


Match length 


108 


% identity 


67 



7 (CIP7) [Arabidopsis 



NCBI Description 



(AF033194) dehydroquinate dehydratase/ shikimate :NADP 
oxidoreductase [Lycopersicon esculentum] >gi_3169888 
(AF034 4 1 1 ) dehydroquinate dehydratase/ shikimate : NADP 
oxidoreductase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210993 

LIB3145-014-Q1-K1-D1 

BLASTX 

g4406814 

417 

4.0e-41 

101 

79 

(AC006201) 
thaliana] 



putative peptidyl-prolyl isomerase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



210994 

LIB3145-014-Q1-K1-D11 

BLASTX 

g2598461 

174 

2.0e-12 
133 



29219 



% identity 

NCBI Description 



30 

(Z98048) HIP (HSC70-INTERACTING PROTEIN (PROGESTERONE 
RECEPTOR-ASSOCIATED P48 PROTEIN) [Homo sapiens] >gi_4049268 
(U17714) putative tumor suppressor ST13 [Homo sapiens] 



Seq, No. 


210995 


Seq. ID 


LIB3145-014-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl587206 


BLAST score 


688 


E value 


1.0e-72 


Match length 


146 


% identity 


92 


NCBI Description 


T complex protein [Cucumis sativus] 


Seq. No. 


210996 


Seq. ID 


LIB3145-014-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4432835 


BLAST score 


247 


E value 


4.0e-21 


Match length 


75 


% identity 


56 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thai 


Seq. No. 


210997 


Seq, ID 


LIB3145-014-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4567250 


BLAST score 


350 


E value 


4.0e-33 


Match length 


111 


% identity 


53 


NCBI Description 


(AC007070) hypothetical protein [Arabidopsis 


Seq. No. 


210998 


Seq. ID 


LIB3145-014-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2829870 


BLAST score 


365 


E value 


4.0e-35 


Match length 


110 


% identity 


62 


NCBI Description 


(AC002396) Hypothetical protein [Arabidopsis 


Seq. No. 


210999 


Seq. ID 


LIB3145-014-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2342735 


BLAST score 


191 


E value 


1.0e-14 


Match length 


53 


% identity 


74 


NCBI Description 


(AC002341) unknown protein [Arabidopsis thai 


Seq. No. 


211000 


Seq. ID 


LIB3145-014-Q1-K1-D9 



29220 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2598461 

97 

8.0e-10 

104 

34 

(Z98048) HIP (HSC70-INTERACTING PROTEIN (PROGESTERONE 
RECEPTOR- ASSOCIATED P48 PROTEIN) [Homo sapiens] >gi_4049268 
(U17714) putative tumor suppressor ST13 [Homo sapiens] 

211001 

LIB3145-014-Q1-K1-E1 

BLASTX 

g3868758 

417 

5.0e-41 

100 
76 

(D89802) elongation factor IB gamma [Oryza sativa] 
211002 

LIB3145-014-Q1-K1-E11 

BLASTX 

g3461821 

328 

2.0e-30 

91 

68 

(AC004138) putative nucleoside triphosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211003 

LIB3145-014-Q1-K1-E12 

BLASTX 

gl24224 

617 

2.0e-64 

123 

93 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345jpir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X 6354 3) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



211004 

LIB3145-014-Q1-K1-E2 

BLASTX 

g3668080 

424 

4.0e-42 

94 

86 

(AC004 667) unknown protein 
211005 

LIB3145-014-Q1-K1-E4 
BLASTX 



[Arabidopsis thaliana] 



29221 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4263714 
477 

3.0e-48 

117 

78 

(AC006223) putative integral membrane protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211006 

LIB3145-014-Q1-K1-E5 

BLASTX 

g4097094 

363 

9.0e-35 

120 

61 

(U45447) vacuolar proton-ATPase subunit D [Oryctolagus 
cuniculus] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211007 

LIB3145-014-Q1-K1-E9 

BLASTN 

g3449334 

33 

6.0e-09 

77 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211008 

LIB3145-014-Q1-K1-F1 

BLASTX 

g3281851 

205 

2.0e-25 

82 

70 

(AL031004) RNA lariat debranching 
[Arabidopsis thaliana] 



enzyme - like protein 



211009 

LIB3145-014-Q1-K1-F11 

BLASTX 

g33554 68 

522 

3.0e-53 

123 
88 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



211010 

LIB3145-014-Q1-K1-F3 

BLASTX 

g2739168 

205 



29222 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-16 

115 

37 

(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 

211011 

LIB3145-014-Q1-K1-F7 

BLASTX 

g4115379 

200 

1.0e-15 

61 

64 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

211012 

LIB3145-014-Q1-K1-F9 

BLASTX 

g2462756 

251 

2.0e-21 

95 

73 

(AC0022 92) putative receptor kinase [Arabidopsis thaliana] 
211013 

LIB3145-014-Q1-K1-G1 

BLASTX 

g2982268 

624 

3.0e-65 

130 

93 

(AF051217) probable 40S ribosomal protein S15 [Picea 
mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



211014 

LIB3145-014-Q1-K1-G10 

BLASTX 

g548441 

775 

6,Ge-83 

143 

99 

SERINE/ THREONINE PROTEIN PHOSPHATASE PP2A CATALYTIC SUBUNIT 

>gi_486805jpir S35502 phosphoprotein phosphatase (EC 

3.1.3.16) 2A - alfalfa >gi_287811_emb_CAA49849_ (X70399) 
phosphoprotein phosphatase type 2A [Medicago sativa] 

211015 

LIB3145-014-Q1-K1-G12 

BLASTX 

g2392021 

426 

5.0e-42 



29223 



Match length 

% identity 

NCBI Description 



# 

122 
63 

(D63425) phopholipid hydroperoxide glutathione 
peroxidase-like protein [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211016 

LIB3145-014-Q1-K1-G4 

BLASTX 

g4490702 

226 

1.0e-18 

114 
48 

(AL035680) hypothetical protein [Arabidopsis thaliana] 
211017 

LIB3145-014-Q1-K1-G9 

BLASTX 

g3355468 

305 

3.0e-28 

77 

84 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 

211018 

LIB3145-014-Q1-K1-H1 

BLASTX 

g2583137 

161 

3.0e-ll 

34 

79 

(AC002387) similar to symbiosis-related protein, 5* partial 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211019 

LIB3145-014-Q1-K1-H10 

BLASTX 

g2895866 

593 

1.0e-61 

147 

78 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 

211020 

LIB3145-014-Q1-K1-H11 

BLASTX 

gl008904 

331 

3.0e-57 
113 

94 ■ i 

(L43094) xyloglucan endotransglycosylase [Tropaeolum ma^usj 



29224 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211021 

LIB3145-014-Q1-K1-H12 

BLASTX 

g4263787 

272 

6.0e-24 

78 

77 

(AC006068) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



211022 

LIB3145-014-Q1-K1-H5 

BLASTX 

g2500443 



BLAST score 


181 


E value 


2.Ge-13 


Match length 


36 


% identity 


100 


NCBI Description 


40S RIBOSOMAL PROTEIN S14 >gi_17 






Seq. No. 


211023 


Seq. ID 


LIB3145-014-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2760326 


BLAST score 


290 


E value 


4.0e-26 


Match length 


112 


% identity 


53 


NCBI Description 


(AC002130) F1N21.11 [Arabidopsis 


Seq. No. 


211024 


Seq. ID 


LIB3145-014-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2760326 


BLAST score 


239 


E value 


3*0e-20 


Match length 


97 


% identity 


51 


NCBI Description 


(AC002130) F1N21.11 [Arabidopsis 


Seq. No. 


211025 


Seq. ID 


LIB3145-015-Q1-K1-A10 


Method 


BLASTN 


NCBI GI 


g3386593 


BLAST score 


60 


E value 


5.0e-25 


Match length 


120 


% identity 


88 


NCBI Description 


Arabidopsis thaliana chromosome 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



211026 

LIB3145-015-Q1-K1-A2 

BLASTX 

g282946 



29225 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



544 

6.0e-56 

124 

78 

Ca2+-transporting ATPase (EC 3,6.1.38) - tomato 
>gi_423783_pir_A46284 Ca (2+) -ATPase, LCA1 - 
Lycopersicon=tomatoes >gi_170378 (M96324) Ca2+-ATPase 
[Lycopersicon esculentum] >gi_4206311 (AF0504 95) Ca2+ ATP 
synthase [Lycopersicon esculentum] >gi_4206313 (AFO50496) 
Ca2+ ATP synthase [Lycopersicon esculentum] 

211027 

LIB3145-015-Q1-K1-B1 

BLASTX 

g548774 

284 

2.0e-25 

73 

75 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



oeq. wo* 




Seq. ID 


LIB3145-015-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3169178 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


73 


% identity 


45 


NCBI Description 


(AC004401) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


211029 


Seq. ID 


LIB3145-015-Q1-K1-B12 


Method 


BLASTN 


NCBI GI 


g2688825 


BLAST score 


46 


E value 


1.0e-16 


Match length 


202 


% identity 


81 


NCBI Description 


Prunus armeniaca putative NifU protein mRNA, partial cds 


Seq. No. 


211030 


Seq. ID 


LIB3145-015-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3126969 


BLAST score 


181 


E value 


2.0e-13 


Match length 


118 


% identity 


40 


NCBI Description 


(AF061808) chalcone isomerase [Elaeagnus umbellata] 


Seq. No. 


211031 


Seq. ID 


LIB3145-015-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3647182 



29226 





w 




BLAST score 


176 




E value 


1.0e-12 




Match length 


88 




% identity 


45 




NCBI Description 


(AL031178) dJ341E18.2.1 


(novel PUTATIVE protein) (isoform 




1) [Homo sapiens] 





Seq. No. 


211032 


Seq. ID 


LIB3145-015-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl402888 


BLAST score 


145 


E value 


4.0e-09 


Match length 


61 


% identity 


44 


NCBI Description 


(X98130) unknown [Arabidopsis thaliana] 


Seq. No. 


211033 


Seq. ID 


LIB3145-015-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2347054 


BLAST score 


486 


E value 


5.0e-49 


Match length 


138 


% "i cipnt it v 


72 


NCBI Description 


(X96791) arginine decarboxylase [Vitis vinifera] 


Seq. No. 


211034 


Seq. ID 


LIB3145-015-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g974782 


BLAST score 


684 


E value 


3.0e-72 


Match length 


141 


% identity 


96 


NCBI Description 


(24 9150) cobalamine-independent methionine synthase 




[Solenostemon scutellarioides] 


Seq. No. 


211035 


Seq. ID 


LIB3145-015-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gll5492 


BLAST score 


640 


E value 


4.0e-67 


Match length 


125 


% identity 


56 


NCBI Description 


CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 




calmodulin-related protein [Petunia hybrida] 



Seq. No. 211036 

Seq. ID LIB3145-015-Q1-K1-C8 

Method BLASTX 

NCBI GI g2459417 

BLAST score 461 

E value 4.0e-46 

Match length 134 

% identity 67 



29227 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 

211037 

LIB3145-015-Q1-K1-D10 

BLASTX 

g3047123 

298 

5.0e-27 

139 

44 

(AF058919) similar to the family of glycosyl hydrolases 
[Arabidopsis thaliana] 

211038 

LIB3145-015-Q1-K1-D2 

BLASTX 

g2924520 

680 

8.0e-72 

144 

89 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

211039 

LIB3145-015-Q1-K1-D6 

BLASTX 

g2827635 

232 

3.0e-19 

144 

38 

(AL021636) predicted protein [Arabidopsis thaliana] 



211040 

LIB3145-015-Q1-K1-D9 

BLASTN 

gl208681 

33 

6.0e-09 

65 

88 

Glycine argyrea histone 



H3 gene, partial cds, clone H3-DARG 



211041 

LIB3145-015-Q1-K1-E12 

BLASTX 

g543867 

520 

4.0e-53 

133 

80 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526 (D14699) Fl-ATPase gammma subunit 



29228 



[Ipomoea batatas] 



beq. 1MO. 


91 1 fiA9 


Seq. ID 


LIB3145-015-Q1-K1-E2 


Method 


BLASTN 


NCBI GI 


zv'jooi ion 

gjo^l /oU 


BLAST score 


o r 
JO 


E value 


9. Oe-11 


Match length 




% identity 


inn 

100 


NCBI Description 


Xenopus laevis cDNA < 


uct^. 1NU • 




beq. liJ 




Method 


BLASTN 


NCBI GI 


g!654303 


BLAST score 


"lie 
lit) 


E value 


*7 a — no 


Match length 


119 


% identity 




NCBI Description 


Gossypium stocksii 5 




transcribed spacer 1 


beq. wo. 


O 1 i n A A 


Seq. ID 


LIB3145-015-Q1-K1-E6 


Method 


BLASTN 


NCBI GI 


g382178Q 


BLAST score 


36 


E value 


8 . Oe-11 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


211045 


oeq, jljj 


t tr^i dR- ni ^— m -jci -FA 


Method 


BLASTX 


NCBI GI 


g3860250 


BLAST score 


469 


E value 


5.0e-47 


Match length 


141 


% identity 


69 


NCBI Description 


(AC005824) putative 



ribosomal RNA gene and internal 



and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



[Arabidopsis thaliana] 
211046 

LIB3145-015-Q1-K1-E9 

BLASTX 

g2653738 

230 

5.0e-19 

124 
38 

(AF001688) U4/U6 snRNP 
211047 

LIB3145-015-Q1-K1-F10 
BLASTX 



90 kDa protein [Mus musculus] 



29229 



© 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl771780 
307 

4.0e-28 

57 

96 

(Y10024) ubiquitin extension protein [Solanum tuberosum] 
211048 

LIB3145-015-Q1-K1-F3 

BLASTX 

g2129495 

274 

3.0e-24 

54 
89 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 

>gi 1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 

(U30508) E6 [Gossypium barbadense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211049 

LIB3145-015-Q1-K1-F7 

BLASTX 

g3901014 

234 

1.0e-19 

55 

76 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 



Seq. No. 


211050 


Seq. ID 


LIB3145-015-Q1- 


Method 


BLASTX 


NCBI GI 


g3175990 


BLAST score 


529 


E value 


4.0e-54 


Match length 


134 


% identity 


72 


NCBI Description 


(AJ005836) GDP 


Seq. No. 


211051 


Seq. ID 


LIB3145-015-Q1- 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


562 


E value 


5.0e-58 


Match length 


131 


% identity 


87 


NCBI Description 


TUBULIN ALPHA- 



sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



211052 

LIB3145-015-Q1-K1-G11 

BLASTX 

g466160 

373 
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E value 
Match length 
% Identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28kD RNA binding protein, involved in 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



7.0e-36 

84 

85 

HYPOTHETICAL 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi 630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 

211053 

LIB3145-015-Q1-K1-G12 

BLASTN 

g21308 

33 

4.0e-09 
57 
89 

S.oleracea mRNA for a 
plastid mRNA 3' processing 

211054 

LIB3145-015-Q1-K1-G2 
- BLASTX 
gl752734 
278 

5.0e-25 
89 
62 

{D78510) beta-glucan-elicitor receptor [Glycine max] 
211055 

LIB3145-015-Q1-K1-G3 
BLASTX 
g3451075 
230 

5.0e-19 

82 
51 

(AL031326) putative protein [Arabidopsis thaliana] 
211056 

LIB3145-015-Q1-K1-G4 
BLASTX 
g4102839 
218 

1.0e-17 
135 
39 

(AF016713) LeOPTl [Lycopersicon esculentum] 
211057 

LIB3145-015-Q1-K1-G6 
BLASTX 
g2346966 
147 

2.0e-09 
36 
75 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



(AB004871) CPC [Arabidopsis thaliana] 

>gi_4559383_gb_AAD23043.1_AC006526_8 (AC006526) putative 
DNA binding protein CPC [Arabidopsis thaliana] 

211058 

LIB3145-015-Q1-K1-G9 

BLASTX 

g465820 

335 

2.0e-31 

87 
67 

HYPOTHETICAL 18.5 KD PROTEIN C40H1.6 IN CHROMOSOME III 

>gi_280536_pir S28301 hypothetical protein C40H1.6 - 

Caenorhabditis elegans >gi_3874819_emb_CAA79557_ (Z19154) 
C40H1.6 [Caenorhabditis elegans] 



Seq. No. 


211059 


Seq. ID 


LIB3145-015-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl220196 


BLAST score 


330 


E value 


7.0e-31 


Match length 


88 


% identity 


/ u 


NCBI Description 


(U49061) alcohol dehydrogenase 


Seq, No. 


211060 


Seq. ID 


LIB3145-015-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3618320 


BLAST score 


244 


E value 


7.0e-21 


Match length 


76 


% identity 


67 


NCBI Description 


(AB001888) zinc finger protein 


Seq. No. 


211061 


Seq. ID 


LIB3145-015-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4056420 


BLAST score 


322 


E value 


6.0e-30 


Match length 


96 


% identity 


66 


NCBI Description 


(AC005322) ESTs gb_T144077 and 




gene. [Arabidopsis thaliana] 


Seq. No. 


211062 


Seq. ID 


LIB3145-015-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2117725 


BLAST score 


552 


E value 


6.0e-57 


Match length 


113 


% identity 


88 



[Gossypium hirsutum] 



[Oryza sativa] 



NCBI Description 1, 4-alpha-glucan branching enzyme (EC 2.4.1.18) isoform 
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I) 



SBE2.2 precursor - Arabidopsis thaliana (fragment) 
>gi_726490 (U22428) starch branching enzyme class II 
[Arabidopsis thaliana] 



Seq, No. 


211063 


Seq. ID 


LIB3145-015-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3461817 


BLAST score 


333 


E value 


2.0e-31 


Match length 


95 


% identity 


69 


NCBI Description 


(AC004138) unknown protein [Arabidopsis 


Seq. No. 


211064 


Seq. ID 


LIB3145-015-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2244855 


BLAST score 


255 


E value 


2.0e-22 


Match length 


87 


% identity 


61 


NCBI Description 


(Z97337) hypothetical protein [Arabidop, 


beq. No. 




Seq. ID 


LIB3145-015-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4 4 90330 


BLAST score 


632 


E value 


3.0e-66 


Match length 


131 


% identity 


95 


NCBI Description 


(AL035656) splicing factor-like protein 




thaliana] 


Seq. No. 


211066 


Seq. ID 


LIB3145-016-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4490332 


BLAST score 


330 


E value 


7.0e-31 


Match length 


114 


% identity 


59 


NCBI Description 


(AL035656) putative protein [Arabidopsi 


Seq. No. 


211067 


Seq. ID 


LIB3145-016-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g!14682 


BLAST score 


184 


E value 


2.0e-13 


Match length 


53 


% identity 


70 


NCBI Description 


ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL 



{OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 



29233 



potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211068 

LIB3145-016-Q1-K1-A12 

BLASTX 

g3874447 

185 

9.0e-14 

115 
36 

(Z81039) predicted using Genefinder; cDNA EST EMBL: T01209 
comes from this gene; cDNA EST yk278all.3 comes from this 
gene; cDNA EST yk278all.5 comes from this gene; cDNA EST 
yk308a9.3 comes from this gene; cDNA EST yk308a9.5 com 



Seq. No. 


211069 


Seq. ID 


LIB3145-016-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3201680 


BLAST score 


190 


E value 


6.0e-17 


Match length 


93 


% identity 


55 


NCBI Description 


(AF060941) extra-large G-protein [Arabidopsis thaliana] 


Seq. No. 


211070 


Seq. ID 


LIB3145-016-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3819676 


BLAST score 


485 


E value 


4.0e-49 


Match length 


110 


% identity 


79 


NCBI Description 


(AJ011943) ER auxin binding protein 1 [Lycopersicon 




esculent urn] 


Seq. No. 


211071 


Seq. ID 


LIB3145-016-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3395435 


BLAST score 


306 


E value 


4.0e-28 


Match length 


109 


% identity 


60 


NCBI Description 


(AC004683) myosin heavy chain-like protein [Arabidopsis 




thaliana] 


Seq. No. 


211072 


Seq. ID 


LIB3145-01 6-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g!15607 


BLAST score 


304 


E value 


9.0e-28 


Match length 


124 


% identity 


49 


NCBI Description 


PHOSPHOENOL PYRUVATE CARBOXYLASE (PEPCASE) (PEPC) 
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>gi__68033_pir QYEC phosphoenolpyruvate carboxylase (EC 

4.1 •1.31) - Escherichia coli >gi_4558284_pdb_lFIY_ 
Three-Dimensional Structure Of Phosphoenolpyruvate 
Carboxylase From Escherichia Coli At 2.8 A Resolution. 
>gi_48666_emb_CAA29332_ (X05903) PEP carboxylase (AA 1-883) 
[Escherichia coli] >gi_396303 (U00006) phosphoenolpyruvate 
carboxylase [Escherichia coli] >gi_1790393 (AE000469) 
phosphoenolpyruvate carboxylase [Escherichia coli] 

>gi_352091_prf 1005219A carboxylase, phosphoenolpyruvate 

[Escherichia coli] 



Seq. No. 


211073 


Seq. ID 


LIB3145-016-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4008159 


BLAST score 


598 


E value 


4.0e-62 


Match length 


128 


% identity 


88 


NCBI Description 


{AB015601) DnaJ homolog [Salix gilgiana] 


Seq. No. 


211074 


Seq. ID 


LIB3145-016-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4512707 


BLAST score 


238 


E value 


4.0e-20 


Match length 


55 


% identity 


84 


NCBI Description 


(AC006569) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


211075 


Seq. ID 


LIB3145-016-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3089G6 


BLAST score 


241 


E value 


2.0e-20 


Match length 


96 


% identity 


51 


NCBI Description 


(L18909) thioredoxin [Lilium longif lorum] 


Seq. No. 


211076 


Seq. ID 


LIB3145-016-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3885336 


BLAST score 


393 


E value 


4.0e-38 


Match length 


144 


% identity 


51 


NCBI Description 


(AC005623) receptor-like protein kinase [Arabidopsis 




thaliana] 


Seq. No. 


211077 


Seq. ID 


LIB3145-016-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3493172 


BLAST score 


647 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



.0 

6.0e-68 

129 

98 

(U89609) 



fiber annexin [Gossypium hirsutum] 



211078 

LIB3145-016-Q1-K1-D3 

BLASTX 

g3252807 

277 

1.0e-24 

120 

46 

(AC004705) hypothetical protein [Arabidopsis thaliana] 
211079 

LIB3145-016-Q1-K1-D6 

BLASTX 

g4510363 

597 

4.0e-62 

125 

88 

(AC007017) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



211080 

LIB3145-016-Q1-K1-D8 

BLASTX 

g3024386 

498 

2.0e-50 

104 

90 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi__2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (U09717) polygalacturonase [Gossypium hirsutum] 

211081 

LIB3145-016-Q1-K1-D9 

BLASTX 

gl706918 

255 

6.0e-22 

95 

48 

FLAVONOL SULFO TRANSFERASE- LIKE >gi_498647 (U10277) 
sulfotransferase-like flavonol [Flaveria bidentis] 

211082 

LIB3145-016-Q1-K1-E1 

BLASTX 

gl351987 

491 

9.0e-50 

117 

80 



29236 




NCBI Description ASPARAGINE SYNTHETASE (GLUTAMINE-HYDROLYZING) 

{ GLUT AMINE- DEPENDENT ASPARAGINE SYNTHETASE) >gi__507946 
(L29083) glutamine-dependent asparagine synthetase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211083 

LIB3145-016-Q1-K1-E2 

BLASTX 

g3068705 

258 

2.0e-22 

99 

55 

(AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211084 

LIB3145-016-Q1-K1-E3 

BLASTX 

g3789917 

144 

5.0e-09 

70 
41 

(AF084928) 
sapiens] 



erythroblast macrophage protein EMP [Homo 



.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211085 

LIB3145-016-Q1-K1-E5 

BLASTX 

g2281449 

199 

2.0e-15 

42 

93 

(U90214) leucine zipper transcription factor TGA2. 
[Nicotiana tabacuia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211086 

LIB3145-016-Q1-K1-E6 

BLASTX 

g4204297 

150 

1.0e-09 

117 

42 

(AC003027) ADK1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211087 

LIB3145-016-Q1-K1-E7 

BLASTX 

g4539315 

381 

9.0e-37 

92 

73 

(AL035679) 
thaliana] 



putative zinc finger protein [Arabidopsis 



29237 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211088 

LIB3145-016-Q1-K1-E8 

BLASTX 

g2289008 

223 

2.0e-29 

119 

58 

(AC002335) putative 3- 



■beta hydroxy-5-ene steriod 



dehydrogenase isolog [Arabidopsis thaliana] 



211089 

LIB3145-016-Q1-K1-F10 

BLASTX 

g285286 

355 

8.0e-34 

108 

58 

flavonol 4 '-sulfotransf erase 



- Flaveria chloraefolia 



211090 

LIB3145-016-Q1-K1-F11 

BLASTN 

g3821780 

36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
211091 

LIB3145-016-Q1-K1-F4 

BLASTX 

g!170747 

205 

3.0e-16 

40 

93 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEAS -A >gi_l 67345 
(M88324) late embryogenes is -abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenes is -abundant protein [Gossypium hirsutum] 

211092 

LIB3145-016-Q1-K1-F5 

BLASTX 

gl351222 

357 

6.0e-34 

70 

99 

TRANSCRIPTION INITIATION FACTOR IIB (TFIIB) >gi_945087 
(U31097) transcription factor TFIIB [Glycine max] 



Seq. No. 



211093 
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Seq, ID 


LIB3145-016 


Method 


BLASTX 


NCBI GI 


g3236248 


BLAST score 


306 


E value 


5 . Oe-28 


Match length 


75 


% identity 


81 


NCBI Description 


(AC004684) 


Seq. No. 


211094 


Seq. ID 


LIB3145-016 


Method 


BLASTX 




g4 Jzo^oz 


BLAST score 


177 


E value 


6.0e-17 


Match length 


65 


% identity 


71 


NCBI Description 


(AF123310) 



-Q1-K1-F8 



unknown protein [Arabidopsis thaliana] 



>gi_4325286_gb_AAD17314_ (AF123311) 
[Arabidopsis thaliana] 



NAC domain protein NAM 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211095 

LIB3145-016-Q1-K1-G12 

BLASTX 

gl076498 

145 

5,0e-09 

72 

44 

zinc-finger protein (C- terminal) ■ 
>gi_558543_emb__CAA85320_ (Z36749) 
[Glycine max] 



• soybean 

C-terminal zinc-finger 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211096 

LIB3145-016-Q1-K1-G2 

BLASTX 

g3851636 

490 

1.0e-49 

111 

84 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4128206 
4 OS ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211097 

LIB3145-016-Q1-K1-G4 

BLASTX 

g2815246 

218 

9.0e-18 

55 

71 

(X95709) class I type 



2 metallothionein [Cicer arietinum] 



Seq. No. 
Seq. ID 
Method 



211098 

LIB3145-016-Q1-K1-G5 
BLASTX 



29239 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!351270 
251 

1.0e-21 

109 
54 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_478410j?ir JQ2255 triose-phosphate isomerase (EC 

5.3.1.1) - rice >gi_169&21 (M87064) triosephosphate 
isomerase [Oryza sativa] 



Seq. No. 


211099 


Seq. ID 


LIB3145-016-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4105190 


BLAST score 


157 


E value 


1.0e-10 


Match length 


84 


% identity 


42 


NCBI Description 


(AF044127) peroxisomal short-ch 




[Homo sapiens] 


Seq. No. 


211100 


Seq. ID 


LIB3145-016-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g602586 


BLAST score 


232 


E value 


2.0e-19 


Match length 


84 


% identity 


50 


NCBI Description 


(X83229) 1-amniocyclopropane-l- 




[Nicotiana tabacum] 


Seq. No. 


211101 


Seq. ID 


LIB3145-016-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2443880 


BLAST score 


266 


E value 


2.0e-23 


Match length 


68 


% identity 


72 


NCBI Description 


(AC002294) Hypothetical protein 


Seq. No. 


211102 


Seq. ID 


LIB3145-016-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g730526 


BLAST score 


187 


E value 


5.0e-14 


Match length 


55 


% identity 


64 


NCBI Description 


60S RIBOSOMAL PROTEIN L13 (BBC1 



>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



211103 

LIB3145-016-Q1-K1-H6 



29240 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2760326 

335 

2.0e-31 

134 

48 

(AC002130) 



F1N21.11 [Arabidopsis thaliana] 



211104 

LIB3145-016-Q1-K1-H7 

BLASTX 

g3482917 

501 

7.0e-51 

130 

75 

(AC003970) Similar to Glucose- 6-phosphate dehydrogenases, 
gi_2276344, gi_2829880, gi_2352919 and others. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211105 

LIB3145-016-Q1-K1-H8 

BLASTX 

g3482917 

140 

1.0e-08 

95 

41 

(AC003970) Similar to Glucose- 6-phosphate dehydrogenases, 
gi_2276344, gi_2829880, gi_2352919 and others. [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211106 

LIB3145-017-Q1-K1-A1 

BLASTX 

g950299 

141 

3.0e-09 

28 

89 

(L4 6792) xyloglucan endotransglycosylase precursor 
[Actinidia deliciosa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211107 

LIB3145-017-Q1-K1-A10 

BLASTX 

g2642428 

161 

2.0e-ll 

47 

66 

(AC002391) 
thaliana] 



unknown protein, 3 r partial [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



211108 

LIB3145-017-Q1-K1-A11 
BLASTX 



29241 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4406775 
203 

6.0e-16 

98 
42 

(AC006836) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211109 

LIB3145-017-Q1-K1-A3 

BLASTX 

g3367534 

558 

1.0e-57 

126 
86 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 


211110 


Seq. ID 


LIB3145-017-Q1-K1-A4 


Me&fc^d 


BLASTN 


NCBI GI 


g3449329 


BLAST score 


55 


E value 


5.0e-22 


Match length 


270 


% identity 


40 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clc 




MDH9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


211111 


Seq. ID 


LIB3145-017-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3540181 


BLAST score 


248 


E value 


4.0e-21 


Match length 


111 


% identity 


47 


NCBI Description 


(AC004122) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


211112 


Seq. ID 


LIB3145-017-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4185511 


BLAST score 


423 


E value 


1.0e-41 


Match length 


114 


% identity 


72 


NCBI Description 


(AF102822) act in depolymerizing factor 4 [Arabidopsis 




thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



211113 

LIB3145-017-Q1-K1-B3 

BLASTX 

g508304 

250 

2.0e-21 



29242 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
52 

(L22305) corC [Medicago sativa] 
211114 

LIB3145-017-Q1-K1-B4 

BLASTN 

gl3192 

81 

1.0e-37 

93 
97 

Oenothera berteriana mitDNA with part of plastid rRNA 
operon 

211115 

LIB3145-017-Q1-K1-B8 

BLASTX 

g3914303 

154 

4.0e-10 

98 

36 

PEROXISOMAL ASSEMBLY PROTEIN PEX3 (PEROXIN-3) 
>gi_3336882_emb_CAA04879__ (AJ001625) Pex3 protein [Homo 
sapiens] >gi_4092648_emb_CAA10362_ (AJ131389) PEX3 protein 
[Homo sapiens] >gi_4218426_emb_CAA08904_ (AJ009866) Pex3p 
[Homo sapiens] >gi_4505727_ref_NP_003621 . l_pPEX3_ 
peroxisomal biogenesis factor 

211116 

LIB3145-017-Q1-K1-C10 

BLASTX 

g2996096 

617 

2.0e-64 

121 

96 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



211117 

LIB3145-017-Q1-K1-C11 

BLASTX 

g3402685 

174 

2.0e-12 

120 
37 

(AC004697) unknown protein [Arabidopsis thaliana] 
211118 

LIB3145-017-Q1-K1-C4 

BLASTN 

g3249094 

37 

2.0e-ll 



29243 



Match length 


37 


1 identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC T12M4 sequence, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


211119 


Seq. ID 


LIB3145-017-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3024122 ' % 


BLAST score 


587 


E value 


6.0e-61 


Match length 


134 


I identity 


87 


NCBI Description 


S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 




ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 




(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 


Seq. No. 


211120 


Seq. ID 


LIB3145-017-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3540182 


BLAST score 


335 


E value 


2.0e-31 


Match length 


125 


% identity 


59 


NCBI Description 


(AC004122) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


211121 


Seq. ID 


LIB3145-017-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


a3402683 


BLAST score 


230 


E value 


4.0e-19 


Match length 


113 


% identity 


48 


NCBI Description 


(AC004697) patatin-like protein [Arabidopsis thaliana] 


Seq. No. 


211122 


Seq. ID 


LIB3145-017-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl22106 


BLAST score 


404 


E value 


2.0e-39 


Match length 


82 


% identity 


98 


NCBI Description 


HIS TONE H4 >gi 70771 pir HSZM4 histone H4 - maize 



>gi_81642j?ir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb__CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 



29244 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 

211123 

LIB3145-017-Q1-K1-D4 

BLASTX 

g2864608 

539 

3.0e-55 

139 

71 

(AL021811) ferredoxin — NADP+ reductase - like protein 
[Arabidopsis thaliana] >gi_404 9338_emb_CAA22563_ (AL034567) 
ferredoxin-NADP+ reductase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. * 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211124 

LIB3145-017-Q1-K1-D5 

BLASTX 

g3860247 

577 

1.0e-63 

139 

89 

(AC005824) unknown protein [Arabidopsis thaliana] 
211125 

LIB3145-017-Q1-K1-D6 

BLASTX 

gl843527 

447 

2.0e-44 

116 

78 

(U73747) annexin [Gossypium hirsutum] 
211126 

LIB3145-017-Q1-K1-D7 

BLASTX 

gl708292 

281 

4.0e-25 

101 

50 

HEAT -RESPONSIVE PROTEIN 12 >gi_1255116 (U50631) 
heat-responsive protein [Mus musculus] 

211127 

LIB3145-017-Q1-K1-D8 

BLASTX 

g2244765 

159 

1.0e-10 

90 

21 

(Z97 335) hypothetical protein [Arabidopsis thaliana] 



29245 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211128 

LIB3145-017-Q1-K1-E1 

BLASTX 

g4337195 

479 

3.0e-48 

138 

72 

(AC006403) putative protein kinase [Arabidopsis thaliana] 
211129 

LIB3145-017-Q1-K1-E10 

BLASTX 

g730558 

116 

6.0e-12 

63 
65 

60S RIBOSOMAL PROTEIN L34 >gi_107 6636__pir S48027 ribosomal 

protein L34 - common tobacco >gi_2129964_pir S48028 

ribosomal protein L34.e, cytosolic - common tobacco 
>gi_436030 "(L27089) 60S ribosomal protein L34 [Nicotiana 
tabacum] >gi_436032 (L27107) 60S ribosomal protein L34 
[Nicotiana tabacum] 

211130 

LIB3145-017-Q1-K1-E12 

BLASTX 

g730558 

395 

2.0e-38 

90 
86 

60S RIBOSOMAL PROTEIN L34 >gi_1076636_pir S48027 ribosomal 

protein L34 - common tobacco >gi_2129964__pir S48028 

ribosomal protein L34.e, cytosolic - common tobacco 
>gi_436030 (L27089) 60S ribosomal protein L34 [Nicotiana 
tabacum] >gi_436032 (L27107) 60S ribosomal protein L34 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211131 

LIB3145-017-Q1-K1-E3 

BLASTX 

g2760325 

446 

2.0e-44 

127 

69 

(AC002130) F1N21.10 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



211132 

LIB3145-017-G1-K1-E4 

BLASTX 

gl36707 

179 

4.0e-13 



29246 



II 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 
94 

CYTOCHROME B6-F COMPLEX I RON -SULFUR SUBUNIT PRECURSOR 

(RIESKE I RON- SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

211133 

LIB3145-017-Q1-K1-E6 

BLASTX 

gl730109 

307 

3.0e-28 

108 

61 

LEUCOANTHOCYANIDIN D I OXYGENASE (LDOX) 
HYDROXYLASE) >gi_ 499022 emb CAA53580 



( LEUCOANTHOCYAN I DIN 
(X75966) 



leucoanthocyanidin dioxygenase [Vitis vinifera] 
211134 

LIB3145-017-Q1-K1-E7 

BLASTX 

gl25887 

118 

3.0e-12 

76 

57 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211135 

LIB3145-017-Q1-K1-E8 

BLASTX 

g266579 

159 

8.0e-ll 

78 

45 

ME TALLOTHIONE IN-LIKE PROTEIN TYPE 2 >gi_169713 
metallothionein [Ricinus communis] 



(L02306) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



211136 

LIB3145-017-Q1-K1-F1 

BLASTX 

g2661840 

410 

3.0e-40 

125 

58 

(Y15430) adenosine kinase [Physcomitrella patens] 
211137 

LIB3145-017-Q1-K1-F12 



29247 





IP 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


438 


E value 


2.0e-43 


Match length 


104 


% identity 


51 


NCBI Description 


(U73747) 




annexin [Gossypium hirsutum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211138 

LIB3145-017-Q1-K1-F2 

BLASTX 

g2661840 

234 

1.0e-19 

90 

44 

(Y15430) adenosine kinase [Physcomitrella patens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211139 

LIB3145-017-Q1-K1-F3 

BLASTX 

g349379 

159 

9.0e-ll 

93 

55 

(L22847) HAHB-1 [Helianthus annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211140 

LIB3145-017-Q1-K1-F4 

BLASTN 

g407800 

63 

7.0e-27 

79 

95 

G. hirsutum mRNA for ribosomal protein 41, large subunit 
(RL41) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211141 

LIB3145-017-Q1-K1-F8 

BLASTX 

gl703375 

337 

4.0e-38 

89 
88 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



211142 

LIB3145-017-Q1-K1-G10 

BLASTX 

g464734 

622 

4.0e-65 

12 9 



29248 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 

HYDROLASE) (ADOHCYASE) >gi_481237_pir S38379 

adenosylhomocysteinase (EC 3.3.1.1) - Madagascar periwinkle 
>gi_407 412_emb_CAA81527_ (Z26881) S-adenosyl-L-homocysteine 
hydrolase [Catharanthus roseus] 

211143 

LIB3145-017-Q1-K1-G7 

BLASTX 

g2459421 

368 

2.0e-35 

99 

67 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

211144 

LIB3145-017-Q1-K1-H5 

BLASTX 

gll74621 

373 

7.0e-36 

127 

54 

T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-1-THETA) 

(CCT-THETA) >gi_1083259jpir JC4073 TCP-1 containing 

cytosolic chaperonin {CCT) theta chain - mouse 
>gi_695625_emb_CAA85521_ (Z37164) CCTtheta, theta subunit 
of the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 


211145 


Seq. ID 


LIB3145-017-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl565225 


BLAST score 


159 


E value 


2.0e-17 


Match length 


108 


% identity 


36 


NCBI Description 


(X95572) salt-tolerance protein [Arabidopsis 


Seq. No. 


211146 


Seq. ID 


LIB3145-018-Q1-K1-A12 


Method 


BLASTN 


NCBI GI 


gl8058 


BLAST score 


189 


E value 


1.0e-102 


Match length 


293 


% identity 


91 


NCBI Description 


Citrus limon cistron for 26S ribosomal RNA 


Seq. No. 


211147 


Seq. ID 


LIB3145-018-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g951427 


BLAST score 


475 



29249 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



8.0e-48 

124 

71 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 

211148 

LIB3145-018-Q1-K1-A4 

BLASTX 

gl709970 

444 

4.0e-44 

121 

74 

60S RIBOSOMAL PROTEIN L10A 
211149 

LIB3145-018-Q1-K1-A7 

BLASTX 

g3850111 

239 

3.0e-20 

84 

49 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 

211150 

LIB3145-018-Q1-K1-A8 

BLASTX 

g3482979 

142 

1.0e-08 

121 

34 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi_4567258_gb__AAD23672.1_AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 

211151 

LIB3145-018-Q1-K1-B1 

BLASTX 

g3850111 

260 

1.0e-22 

86 

51 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 

211152 

LIB3145-018-Q1-K1-B10 

BLASTX 

gll74621 

345 

1.0e-32 
135 



29250 



% identity 52 

NCBI Description T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-1-THETA) 

(CCT-THETA) >gi_1083259_pir JC4073 TCP-1 containing 

cytosolic chaperonin (CCT) theta chain - mouse 
>gi_695625_emb_CAA85521_ (Z37164) CCTtheta, theta subunit 
of the chaperonin containing TCP-1 (CCT) [Mus musculus] 





211153 


Seq. ID 


LIB3145-018-Q1-K1-B3 


Mpt*hod 


BLASTX 




gl354510 


BLAST score 


553 


Hi V CL J. U.\7 


6.0e-57 




138 


% identity 


74 


NCBI Description 


(U55205) HAL2-like protein 


Ocirr T\Fr> 


211154 


iJC4« -Li-' 


LIB3145-018-Q1-K1-B4 




BLASTX 




g4204288 




389 


E value 


1.0e-37 


Match length 


144 


% identity 


53 


NCBI Description 


(AC003027) lcl_prt_seq No 




[Arabidopsis thaliana] 


Seq. No. 


211155 


Seq. ID 


LIB3145-018-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3850111 


BLAST score 


149 


E value 


1.0e-09 


Match length 


89 



definition line found 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 

211156 

LIB3145-018-Q1-K1-B8 

BLASTX 

gl351408 

527 

7.0e-54 

124 

79 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb__CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 



Seq. No. 211157 

Seq. ID LIB3145-018-Q1-K1-B9 

Method BLASTX 

NCBI GI gl946359 



29251 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275 

2.0e-24 

92 

58 

(U93215) unknown protein [Arabidopsis thaliana] 
211158 

LIB3145-018-Q1-K1-C10 

BLASTN 

gl2292 

275 

1.0e-153 

382 
93 

Spinach chloroplast DNA homologous to ARS and ARC elements 
upstream of rDNA operon 

211159 

LIB3145-018-Q1-K1-C6 

BLASTX 

g4510363 

538 

3.0e~55 
106 
90 

(AC007017] 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211160 

LIB3145-018-Q1-K1-C8 

BLASTX 

gl694976 

383 

4.0e-37 

106 

68 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402__ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



211161 

LIB3145-018-Q1-K1-D1 

BLASTX 

g3292832 

247 

5.0e-21 

94 

63 

(AL031018) putative protein [Arabidopsis thaliana] 
211162 

LIB3145-018-Q1-K1-D2 

BLASTX 

g2317908 

624 

3.0e-65 
145 



29252 



# 



% identity 79 . 

NCBI Description (U89959) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity s 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211163 

LIB3145-018-Q1-K1-D4 

BLASTX 

g3075398 

155 

3.0e-10 

66 

45 

(AC004484) unknown protein [Arabidopsis thaliana] 
211164 

LIB3145-018-Q1-K1-D6 

BLASTX 

gl843527 

457 

1.0e-45 

119 

77 

(U73747) annexin [Gossypium hirsutum] 
211165 

LIB3145-018-Q1-K1-D7 

BLASTX 

g2244956 

327 

2.0e-30 

122 

50 

(Z97340) strong similarity to pectinesterase [Arabidopsis 
thaliana] 

211166 

LIB3145-018-Q1-K1-D8 

BLASTX 

gl23620 

567 

1.0e-58 

138 

82 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14 950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 

211167 

LIB3145-018-Q1-K1-E1 

BLASTX 

g3551973 

567 

1.0e-58 

129 

85 

(AF085068) alcohol dehydrogenase A [Gossypium hirsutum] 



29253 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211168 

LIB3145-018-Q1-K1-E7 

BLASTX 

g4567229 

144 

6.0e-09 

54 

52 

(AC007119) putative pectin methylesterase [Arabidopsis 
thaliana] 

211169 

LIB3145-018-Q1-K1-F10 

BLASTN 

g2618604 

32 

1.0e-08 

48 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTG13, complete sequence [Arabidopsis thaliana] 



Seq. No. 


211170 


Seq. ID 


LIB3145-018-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4510406 


BLAST score 


-409 


E value 


5.0e~40 


Match length 


115 


% identity 


67 


NCBI Description 


(AC006587) putative prote 


Seq. No. 


211171 


Seq. ID 


LIB3145-018-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gll73256 


BLAST score 


352 


E value 


2.0e-33 


Match length 


124 


% identity 


62 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

211172 

LIB3145-018-Q1-K1-F6 

BLASTX 

gl36636 

495 

4.0e-50 

93 

97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquit in-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 



29254 



Conjugating Enzyme (E.C.6.3.2.19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

Seq. No. 211173 

Seq. ID LIB3145-018-Q1-K1-G1 ^ 

Method BLASTX 

NCBI GI g2511689 

BLAST score 428 

E value 3.0e-42 

Match length 142 

% identity 59 , 

NCBI Description (Z99952) cysteine proteinase precursor [Phaseolus vulgaris] 

Seq. No. 211174 

Seq. ID LIB3145-018-Q1-K1-G6 

Method BLASTX 

NCBI GI g2351580 

BLAST score 169 

E value 6.0e-12 

Match length 99 

% identity 38 

NCBI Description (U82433) thymidine diphospho-glucose 4-6-dehydratase 
homolog [Prunus armeniaca] 

Seq. No. 211175 

Seq. ID LIB3145-018-Q1-K1-G8 

Method BLASTX 

NCBI GI g2739385 

BLAST score 154 

E value 4.0e-10 

Match length 126 

% identity 33 

NCBI Description (AC002505) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 

Seq. No. 211176 

Seq. ID LIB3145-018-Q1-K1-H12 

Method BLASTX 

NCBI GI gll36122 

BLAST score 313 

E value 1.0e-31 

Match length 103 

% identity 66 

NCBI Description (X91807) alfa-tubulin [Oryza sativa] 

Seq. No. 211177 

Seq. ID LIB3145-018-Q1-K1-H2 

Method BLASTX 

NCBI GI g3024386 

BLAST score 625 

E value 2.0e-65 

Match length 127 

% identity 94 

NCBI Description POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 



29255 




>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (U09717) polygalacturonase [Gossypium hirsutum] 

Seq. No. 211178 

Seq. ID LIB3145-018-Q1-K1-H3 

Method BLASTX 

NCBI GI g3024386 

BLAST score 259 

E value 1.0e-22 

Match length 84 

% identity 67 

NCBI Description POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi~606650 (U09717) polygalacturonase [Gossypium hirsutum] 

211179 

LIB3145-018-Q1-K1-H6 
BLASTX 
g4249382 
640 

4.0e-67 
138 
86 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

Seq. No. 211180 

Seq. ID LIB3145-019-Q1-K1-A1 

Method BLASTX 

NCBI GI g2597826 

BLAST score 302 

E value 1.0e-27 

Match length 97 

% identity 57 

NCBI Description (Y14590) class IV chitinase [Arabidopsis thaliana] 
211181 

LIB3145-019-Q1-K1-A11 
BLASTX 
g2811025 
548 

2.0e-56 
132 
73 

ASPARTIC PROTEINASE PRECURSOR >gi_1944181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

Seq. No. 211182 

Seq. ID LIB3145-019-Q1-K1-B1 

Method BLASTN 

NCBI GI g3702724 

BLAST score 71 

E value 1.0e-31 

Match length 14 9 

% identity 87 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29256 



K17N15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211183 

LIB3145-019-Q1-K1-B10 

BLASTX 

g2119042 

300 

2.0e-27 

69 

86 

glycine-rich RNA-binding protein RGP-la - wood tobacco 
>gi_469070_dbj_BAA03741_ (D16204) RNA-binding glycine-rich 
protein-1 (RGP-la) [Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211184 

LIB3145-019-Q1-K1-B2 

BLASTX 

g4206122 

574 

2.0e-59 

127 

84 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystal linum] 

211185 

LIB3145-019-Q1-K1-B3 

BLASTX 

gll4121 

183 

1.0e-13 

60 

63 

ADP-RIBOSYLATION FACTOR 1 >gi_101185_pir B36167 

ADP-ribosylation factor 1 - yeast (Sac char omyces 
cerevisiae) >gi_171073 (J03276) ADP-ribosylation factor 
[Saccharomyces cer e vi s iae ] >gi_l 00430 3_emb_CAA5 8 2 5 5_ 
(X8327 6) ADP-ribosylationf actor 2 [Saccharomyces 
cerevisiae] >gi_1431314_emb_CAA987 69_ (Z74240) ORF YDL192w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211186 

LIB3145-019-Q1-K1-B6 

BLASTX 

g2760326 

416 

7.0e-41 

140 

58 

(AC002130) F1N21.11 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



211187 

LIB3145-019-Q1-K1-B7 

BLASTX 

g2244990 

154 

2.0e-10 



29257 



Match length 

% identity 

NCBI Description 



31 
97 

(Z97340) similarity to LIM homeobox protein 
Caenorhabditis [Arabidopsis thaliana] 



Seer. No. 


211188 


Seq. ID 


LIB3145-019-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2842487 


BLAST score 


617 


E value 


2.0e-64 


Match length 


138 


% identity 


82 


NCBI Description 


(AL021749) S0F1 protein 


Seq. No. 


211189 


Seq. ID 


LIB3145-019-Q1-K1-C12 


Method 


BLASTN 


NCBI GI 


g2687434 


BLAST score 


205 


Hi V d-L Li" 


1.0e-112 


lid l. i x ci ly i i 


" 253 


% identity 


95 


NCBI Description 


Eucryphia lucida large 




partial sequence 


Seq. No. 


211190 


Seq. ID 


LIB3145-019-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4454012 


BLAST score 


421 


E value 


2.0e-41 


Match length 


122 



RNA gene, 



% identity 

NCBI Description 



59 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 



Seq. No. 


211191 


Seq. ID 


LIB3145-019- 


Method 


BLASTX 


NCBI GI 


g3080370 


BLAST score 


245 


E value 


8.0e-21 


Match length 


64 


% identity 


72 


NCBI Description 


(AL022580) 


Seq. No. 


211192 


Seq. ID 


LIB3145-019 


Method 


BLASTX 


NCBI GI 


g2980784 


BLAST score 


363 


E value 


9.0e-35 


Match length 


125 


% identity 


58 


NCBI Description 


(AL022198) 



puative protein [Arabidopsis thaliana] 



29258 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211193 

LIB3145-019-Q1-K1-D10 

BLASTX 

g3970689 

262 

4.0e-23 

81 

63 

(Y18484) (+)-delta-cadinene synthase [Gossypium arboreum] 
211194 

LIB3145-019-Q1-K1-D11 

BLASTN 

g2218151 

34 

1.0e-09 

54 
91 

Vigna unguiculata type Ilia membrane protein cp-wapl3 mRNA, 
complete cds 

211195 

LIB3145-019-Q1-K1-D12 

BLASTX 

g4098129 

573 

2.0e-59 

107 

98 

(U73588) sucrose synthase [Gossypium hirsutum] 
211196 

LIB3145-019-Q1-K1-D4 

BLASTX 

g2262118 

502 

6.0e-51 

142 

70 

(AC002343) cell division protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



211197 

LIB3145-019-Q1-K1-D5 

BLASTN 

g662870 

39 

1.0e-12 

79 

87 

A. thaliana mRNA for molybdenum cof actor biosynthesis Cnx2 
protein 

211198 

LIB3145-019-Q1-K1-D9 

BLASTX 

g2546954 



29259 



"RT.AST score 


ffl 

554 




5 . Oe-5-7 


Match length 


143 


% identity 


76 


NCBI Description 


(Y15108) translation 




elongation factor-TU [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211199 

LIB3145-019-Q1-K1-E1 

BLASTX 

g2738949 

596 

5.0e-62 
122 
89 

(AF022213) 
ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cytosolic ascorbate peroxidase [Fragaria x 



211200 

LIB3145-019-Q1-K1-E11 

BLASTX 

g462141 

599 

3.0e-62 

141 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE (GAPDH) 

>gi_1085816_pir S38570 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Atriplex numraularia 
>gi_409575 (U02886) glyceraldehyde-3-phosphate 
dehydrogenase [Atriplex nummularia] 
>gi_414 607_emb_CAA53269_ (X75597) 

glyceraldehyde-3-phosphate dehydrogenase [Atriplex 
nummularia] 

211201 

LIB3145-019-Q1-K1-E12 

BLASTX 

g4090257 

460 

5.0e-46 

91 

96 

(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 
211202 

LIB3145-019-Q1-K1-E5 

BLASTX 

g3193284 

149 

1.0e-09 

36 

78 

(AF069298) No definition line found [Arabidopsis thaliana] 



Seq. No. 211203 

Seq. ID LIB3145-019-Q1-K1-E7 

Method BLASTX 



29260 



NCBI GI 


(II 

g2062167 


BLAST score 


234 


E value 


1.0e-19 


Match length 


73 


% identity 


62 


NCBI Description 


(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Flprr No 

tJ C v-J * V* \J . 


211204 


Seq. ID 


LIB3145-019-Q1-K1-F1 


Ma "h h o H 


BLASTX 


NCBI GI 


g3928099 


BLAST score 


237 


E value 


7 . Oe-20 


Match length 


104 


% identity 


25 


NPRT Dpc'rr'i on 

iN^DX L/C O w J- J- Jw/ L J-Ull 


(AC005770) unknown proteii 


C c*r "NT /*\ 

oeq. in o • 


211205 




LIB3145-019-Q1-K1-F12 


'hAj^i 4— Vi /™\ 

ixteiinoci 


RT.A^TX 




CT 4249418 


BLAST score 


314 


E value 


5.0e-29 


Match length 


81 


% identity 


52 


NCBI Description 


(AC006072) putative zinc- 


type domains), 5' partial 


Seq. No. 


211206 


Seq. ID 


LIB3145-019-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gll74600 


BLAST score 


393 


E value 


4.0e-38 


Match length 


76 



: inger protein (C-x8-C-x5-C-x3-H 
[Arabidopsis thaliana] 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



99 

TUBULIN BETA CHAIN >gi_4 937 10_db j_BAA06382_ (D30717) 
beta-tubulin [Oryza sativa] 

211207 

LIB3145-019-Q1-K1-F5 

BLASTX 

g4467157 

255 

5.0e-22 

120 

47 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 

211208 

LIB3145-019-Q1-K1-F6 

BLASTX 

g2529658 

311 

1.0e-28 



29261 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



133 
50 

(AC002535) hypothetical protein [Arabidopsis thaliana] 
211209 

LIB3145-019-Q1-K1-F7 

BLASTX 

g4538935 

142 

6.0e-09 

54 

50 

(AL049483) putative protein [Arabidopsis thaliana] 
211210 

LIB3145-019-Q1-K1-F8 

BLASTX 

g4558462 

187 

5.0e-14 

90 
43 

(AF079404) cell cycle switch protein [Medicago sativa 
subsp. X varia] 



Seq. No. 


211211 


q P rr TO 


LIB3145-019- 


Method 


BLASTX 


NCBI GI 


g3785983 


BLAST score 


148 


E value 


1.0e-09 


Match length 


89 


% identity 


38 


NCBI Description 


(AC005560) ] 


Seq. No. 


211212 


Seq. ID 


LIB3145-019 


Method 


BLASTX 


NCBI GI 


g3953478 


BLAST score 


326 


E value 


3.0e-30 


Match length 


142 


% identity 


51 


NCBI Description 


(AC002328) 


Seq. No. 


211213 


Seq. ID 


LIB3145-019 


Method 


BLASTX 


NCBI GI 


g3292816 


BLAST score 


421 


E value 


2.0e-41 


Match length 


108 


% identity 


28 


NCBI Description 


(AL031018) 




thaliana] 


Seq. No. 


211214 



hypothetical protein [Arabidopsis thaliana] 



F2202.23 [Arabidopsis thaliana] 



29262 



Seq. ID 


LIB3145-019-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3649778 


BLAST score 


161 


E value 


2.0e-ll 


Match length 


75 


% identity 


53 


NCBI Description 


(AJ011303) pepc2 [Vicia faba] 


Seq. No. 


211215 


Seq. ID 


LIB3145-019-Q1-K1-G9 


Method 


BLASTN 


NCBI GI 


gl8846 


BLAST score 


43 


E value 


4.0e-15 


Match length 


59 


% identity 


93 


NCBI Description 


H.japonicus RNA (Z13o) for 7S (SRP) RNA 


Seq. No. 


211216 


Seq. ID 


LIB3145-019-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


- g4432817 


BLAST score 


362 


E value 


1.0e-34 


Match length 


95 


% identity 


74 


NCBI Description 


(AC006593) unknown protein [Arabidopsis thaliana] 


Seq. No. 


211217 


Seq. ID 


LIB3145-019-Q1-K1-H10 




BLASTX 


NCBI GI 


g3763932 


BLAST score 


513 


E value 


2.0e-52 


Match length 


122 


% identity 


83 


NCBI Description 


(AC004450) putative protein kinase [Arabidopsis thaliana 


Seq. No. 


211218 


Seq. ID 


LIB3145-019-Q1-K1-H12 


Mpthod 


BLASTX 


NCBI GI 


g4455276 


BLAST score 


143 


E value 


7.0e-09 


Match length 


61 


% identity 


48 


NCBI Description 


(AL035527) peptide transporter-like protein [Arabidopsis 




thaliana] 


Seq. No. 


211219 


Seq. ID 


LIB3145-019-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


329 


E value 


8.0e-31 


Match length 


92 



29263 



'% identity 66 

NCBI Description (U93166) cysteine protease [Prunus armeniaca] 



211220 

LIB3145-019-Q1-K1-H5 

BLASTX 

gll9150 

587 

5.0e-61 

110 

100 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha {AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 



uC\|« is* \J . 


211221 


OSvJ. J-U 


LIB3145-019-O1-K1-H6 








a3953471 




U ^ 


1 IIP 

III V uX 


7.0e-24 


Match length 


101 


% identity 


58 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis thaliana] 


Seq. No. 


211222 


Seq. ID 


LIB3145-019-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


402 


E value 


3.0e-39 


Match length 


128 


% identity 


62 


NCBI Description 


(U93166) cysteine protease [Prunus armeniaca] 


Seq. No. 


211223 


Seq. ID 


LIB3145-020-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g231504 


BLAST score 


722 


E value 


1.0e-76 


Match length 


148 


% identity 


95 


NCBI Description 


ACT IN 100 >gi 100420 pir S20092 actin - potato 



>gi_1345579_emb_CAA39276_ (X55746) actin [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



211224 

LIB3145-020-Q1-K1-A11 

BLASTX 

g2982303 

256 

4.0e-22 
59 



29264 




% identity 80 

NCBI Description (AF051236) hypothetical protein [Picea mariana] 

Seq. No. 211225 

Seq. ID LIB3145-020-Q1-K1-A12 

Method BLASTX 

NCBI GI g4530126 

BLAST score 312 

E value 1.0e-28 

Match length 93 

% identity 59 

NCBI Description (AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211226 

LIB3145-020-Q1-K1-A3 

BLASTX 

g730450 

556 

3.0e-57 

139 

77 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi__480649_pir S37134 cold-induced protein BnC24B - rape 

>gi_398922_emb_CAA80343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 



Seq. No. 


211227 


Seq. ID 


LIB3145-020-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4580461 


BLAST score 


168 


E value 


8.0e-12 


Match length 


67 


% identity 


57 


NCBI Description 


(AC006081) unknown protein [Arabidopsis 


Seq. No. 


211228 


Seq. ID 


LIB3145-020-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl778149 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


36 


% identity 


86 


NCBI Description 


( U 6 6 4 0 4 ) pho spha t e /phosphoeno Ipy r uva t e 




precursor [Zea mays] 


Seq. No. 


211229 


Seq. ID 


LIB3145-020-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3759184 


BLAST score 


250 


E value 


2.0e-21 


Match length 


94 


% identity 


56 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 



29265 



Seq. No. 


211230 


Seq. ID 


LIB3145-020-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4490741 


BLAST score 


164 


K value 


3.0e-ll 


MrilrcYx Ipncrth 

J, XGX V^X X «L vilM l#*XX 


118 


% i dent it v 


53 


NCBI Descriotion 


(AL035708) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


211231 


Seq. ID 


LIB3145-020-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4559331 


BLAST score 


150 


F, 1 ue 

X-J V <_X *X» 


1.0e-09 


Mst"ph 1 pncri-h 


31 


% identity 


87 


NCRT npcjpri nf ion 


(AC007087) unknown protein [Arabidopsis thaliana] 


Spct. No. 


211232 




LIB3145-020-O1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2465156 




140 


T* 1 Imp 
Ht value 


1 Oe-08 


M^+T'Vi 1 pnrrt' Vi 


77 


$; 1 HPTtt 1 tv 
o j— v^v^ iil i _y 


36 


1\ i_> -L L/CO^sJ — LpLiUU 


(Z99753) hypothetical protein [Schizosaccharomyces pombe] 


Spct No 


211233 


^ {-A m 11/ 


LIB3145-020-Q1-K1-B6 


Method 










j / j 


E value 


2.0e-36 


Match length 


105 


^ identitv 


66 


NCBI Description 


POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 


>gi 82190 pir S22495 pollen-specific protein precursor - 




common tobacco~>gi 19902 emb CAA43454_ (X61146) pollen 




specific protein [Nicotiana tabacum] 


Seq. No. 


211234 


Seq. ID 


LIB3145-020-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl346701 


BLAST score 


234 


E value 


2.0e-19 


Match length 


140 



% identity 

NCBI Description 



40 

EXOPOLYGALACTURONASE CLONE GBGE184 PRECURSOR (EXOPG) 
(PECTINASE) (GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_421831_pir S34199 exopolygalacturonase (clone GBGel84) 

- Arabidopsis thaliana >gi_313682_emb_CAA51032__ (X72291) 
exopolygalacturonase [Arabidopsis thaliana] 



29266 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_3004440_emb_CAA76127_ (Y16230) polygalacturonase 
[Arabidopsis thaliana] 

211235 

LIB3145-020-Q1-K1-C2 

BLASTX 

g3819164 

659 

2.0e-69 

137 

92 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211236 

LIB3145-020-Q1-K1-C3 

BLASTX 

g4325282 

446 

2.0e-44 

124 
72 

(AF123310) NAC 
>gi_4325286_gb 



domain protein NAM [Arabidopsis thaliana] 
AAD17314 (AF123311) NAC domain protein NAM 



[Arabidopsis thaliana] 



Seq. No. 


211237 


Seq. ID 


LIB3145-020- 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


235 


E value 


1.0e-19 


Match length 


55 


% identity 


75 


NCBI Description 


(AF049930) 


Seq. No. 


211238 


Seq. ID 


LIB3145-020 


Method 


BLASTX 


NCBI GI 


gll5492 


BLAST score 


436 


E value 


1.0e-43 


Match length 


86 


% identity 


50 


NCBI Description 


CALMODULIN- 



PGP237-11 [Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 

211239 

LIB3145-020-Q1-K1-D2 

BLASTX 

g3746069 

150 

9.0e-10 

96 
34 

(AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 



29267 



Seq. No. 


211240 


Seq. ID 


LIB3145-020-Q1-K1-D4 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


34 


E value 


7.0e-10 


Match length 


48 


% identity 


48 


NCBI Description 


Xenopus laevis cDNA clone ; 


Seq. No. 


211241 


Seq. ID 


LIB3145-020-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl30172 


BLAST score 


649 


E value 


3.0e-68 


Match length 


141 


% identity 


87 


NCBI Description 


ALPHA- GLUCAN PHOSPHORYLASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHOSPHORYLASE L) >gi_16827 6 
[Ipomoea batatas] 



211242 

LIB3145-020-Q1-K1-D6 

BLASTX 

g515377 

388 

1.0e-37 

82 
95 

(X79715) histone H4 



L ISOZYME PRECURSOR (STARCH 
(M64362) starch phosphorylase 



[Lolium temulentum] 



211243 

LIB3145-020-Q1-K1-E12 

BLASTX 

gl351365 

188 

3.0e-14 

56 

64 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 6.7 KD PROTEIN 
(CR6) >gi_2130002_pir S68969 ubiquinol — cytochrome-c 

reductase (EC 1.10.2.2) - potato >gi_633683_emb_CAA57768_ 
(X82325) cytochrome c reductase subunit [Solanum tuberosum] 

211244 

LIB3145-020-Q1-K1-E3 

BLASTX 

g4138179 

664 

6.0e-70 

137 

92 

(AJ223969) elongation factor 1 alpha subunit [Malus 
domes tica] 



29268 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211245 

LIB3145-020-Q1-K1-E4. 

BLASTX 

g2129630 

406 

1.0e-39 

105 
66 

lamin - Arabidopsis thaliana >gi_1262754_emb_CAA65750_ 
(X97023) lamin [Arabidopsis thaliana] >gi_3395760 (U77721) 
unknown [Arabidopsis thaliana] 



Seq. No. 


211246 


Seq. ID 


LIB3145-020 


Method 


BLASTX 


NCBI GI 


g4454457 


BLAST score 


479 


E value 


3.0e-48 


Match length 


116 


% identity 


80 


NCBI Description 


(AC006234) 


Seq. No. 


211247 


Seq. ID 


LIB3145-020 


Method 


BLASTX 


NCBI GI 


g3367531 


BLAST score 


138 


E value 


1.0e-08 


Match length 


74 


% identity 


38 


NCBI Description 


(AC004392) 



unknown protein [Arabidopsis thaliana] 



product from A. 
thaliana] 



thaliana BAC gb_AC000375, 



F19K23.6 gene 
[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211248 

LIB3145-020-Q1-K1-F1 

BLASTN 

g599722 

32 

8.0e-09 

72 

86 

C.melo mRNA for aconitase (UNI-ZAPxR) 

>gi_2300160__emb_A45787.1_A45787 Sequence 25 from Patent 
WO9520046 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211249 

LIB3145-020-Q1-K1-F12 

BLASTX 

g267082 

633 

3.0e-66 

122 

96 

TUBULIN BETA- 8 CHAIN >gi_32018 9_pir JQ1592 tubulin beta-* 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 



29269 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211250 

LIB3145-020-Q1-K1-F3 

BLASTX 

gl370276 

435 

4.0e-43 

135 
59 

(X96428) MADS-box protein [Nicotiana tabacum] 
211251 

LIB3145-020-Q1-K1-F4 

BLASTX 

g4490292 

581 

3.0e-6Q 

126 

89 

(AL035678) putative protein [Arabidopsis thaliana] 
211252 

LIB3145-020-Q1-K1-F5 

BLASTX 

g2144271 

253 

9.0e-22 

54 

91 

trans-cinnamate 4-monooxygenase (EC 1.14.13.11) C - Populus 
kitakamiensis (fragment) >gi_1777372_dbj_BAA11578_ (D82814) 
cinnamic acid 4-hydroxylase [Populus kitakamiensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211253 

LIB3145-020-Q1-K1-F9 

BLASTX 

gl856971 

221 

2.0e-25 

79 

85 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

211254 

LIB3145-020-Q1-K1-G10 

BLASTX 

g231574 

387 

2.0e-37 

116 
68 

L - AS PARAG I NAS E (L-ASPARAGINE AMIDOHYDROLASE ) 

>gi_81837j?ir S22523 asparaginase (EC 3.5.1.1) - tree 

lupine (fragment) >gi_19137_emb_CAA36824_ (X52588) 
asparaginase [Lupinus arboreus] 



29270 



Seq. No. 


211255 


Seq. ID 


LIB3145-020-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl524383 


BLAST score 




E value 


2.0e-25 


Match length 


92 


% identity 


70 


NCBI Description 


(X63374) 3-phosphoshikimate 1-carboxyvinyltransf erase [ 




mays] 


Seq. No. 


211256 


Seq. ID 


LIB3145-020-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g285286 


BLAST score 


389 


E value 


1.0e-37 


Match length 


135 


% identity 


56 


NCBI Description 


flavonol 4 ' -sulf ©transferase - Flaveria chloraefolia 


Seq. No. 


211257 


Seq. ID 


LIB3145-020-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3738322 


BLAST score 


377 


E value 


2. Oe-36 


Match length 


78 


% identity 


94 


NCBI Description 


(AC005170) putative small nuclear ribonucleoprotein 




[Arabidopsis thaliana] 


Seq. No. 


211258 


Seq. ID 


LIB3145-020-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4574320 


BLAST score 


156 


E value 


2.0e-10 


Match length 


54 


% identity 


59 


NCBI Description 


(AF117224) wound-induced protein WI12 [Mesembryanthemum 




crystallinum] 


Seq. No. 


211259 


Seq. ID 


LIB3145-020-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g544250 


BLAST score 


183 


E value 


1.0e-13 


Match length 


66 


% identity 


55 


NCBI Description 


ER LUMEN PROTEIN RETAINING RECEPTOR (HDEL RECEPTOR) 




>gi_5418 60_pir A4 9677 endoplasmic reticulum retention 




receptor Erd2 - Arabidopsis thaliana 



[Zea 



Seq. No. 



211260 



29271 




Seq. ID 


LIB3145-020-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3043907 


BLAST score 


233 


E value 


1.0e-19 


Match length 


73 


% identitv 


63 


NCBI Description 


(AF022019) IAA8 TLvcoDersicon esculentuml 


Seer No 


211261 


Sea. ID 


LIB3145-021-O1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4559334 


BLAST score 


367 


E value 


3. Oe-35 


Match length 


125 


% identitv 


48 


NCBI Description 


(AC007087) unknown protein [Arabidopsis thaliana] 


Qprr Mo 

O C KJ • IN V_/ • 


211262 


Seq. ID 


LIB3145-021-Q1-K1-A12 


Mpthnd 


BLASTX 


NCBI GI 


g3549671 


BLAST score 


216 


E value 


2 . Oe-17 


Matph 1 pnrrth 


72 


o 1UC11UXLV 


60 


NCRT D^ciPT^i D~h "i nn 

J.'tV^J-'-L. J— ' C> -1 L W XU11 








Seq. ID 


LIB3145-021-O1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4151068 


BLAST score 


583 


E value 


2 Oe-60 


Match 1 en nth 


123 


^ "i Hpn t" "i i~ v 


89 


NCBI Description 


(Y10862) ribonucleotide reductase [Nicotiana tabacum] 


Setr No 


211264 


Seq. ID 


LIB3145-021-O1-K1-A5 


Method 


BLASTX 


NCBI GI 


a3915037 


BLAST score 


647 


E value 


6.0e-68 


Match length 


136 


% identitv 


91 


NCBI Descriotion 


SUCROSE SYNTHASE 9 (SUCROSE-OOP GT.rifOSYT.T TRANSFERASE 9 




>rri 9^100^1 pmh f 1 AAfidR19 fA.TnnifWM connnH cnprnQ& 




oyiiLiiaDC [rioUill oaLlVLuiij 






Seq. ID 


LIB3145-021-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4006878 


BLAST score 


373 


E value 


8.0e-36 



29272 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



139 
49 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
211266 

LIB3145-021-Q1-K1-B11 

BLASTX 

gl346172 

330 

6.0e-31 

67 

91 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 
>gi_170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 

211267 

LIB3145-021-Q1-K1-B2 

BLASTX 

g3033386 

424 

8.0e-42 

139 

57 

(AC004238) RING3-like protein [Arabidopsis thaliana] 
211268 

LIB3145-021-Q1-K1-B7 

BLASTX 

gl346172 

319 

2.0e-29 

67 

88 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 
>gi_170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 

211269 

LIB3145-021-Q1-K1-B8 

BLASTX 

g2980777 

407 

8.0e-40 

121 

72 

(AL022198) putative protein [Arabidopsis thaliana] 
211270 

LIB3145-021-Q1-K1-C10 

BLASTX 

g3600033 

557 

2.0e-57 
138 



29273 



^identity 

NCBI Description 



73 

(AF080119) contains similarity to the N terminal domain of 
the El protein (Pfam: El_N.hmm, score: 12.36) [Arabidopsis 
thaliana] 



Seq. No. 


211271 


Sea ID 


LIB3145-021-Q1-K1-C3 


Mpt" In oH 


BLASTX 


NCBI GI 


g349379 




269 


Hi Vai LLC 


1 Oe-23 


Match 1 ennth 


91 


% identitv 


70 


NCBI Description 


(L22847) HAHB-1 [Helianthus annuus] 


O * LN ' • 


211272 


OCLj. XL/ 


LIB3145-021-O1-K1-C4 


l/l tr LllUU 






al263291 


.DXJXlO J. OLUIC 


520 


Ilj VdlUc 




Ma1~ph l^ncrth 


112 


0 J.UC11L.X u_y 


85 


NCBI Description 


(U49452) alcohol dehydrogenase 2b [Gossypium 


Seq. No. 


211273 


Seq. ID 


LIB3145-021-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl!68410 


BLAST score 


590 


E value 


3.0e-61 


Match length 


139 


% identity 


83 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC 



>gi_2118267_pir S58167 f ructose-bisphosphate aldolase {EC 

4.1.2.13) - garden pea >gi_927505_eirib_CAA61947_ (X89829) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 


211274 


Seq. ID 


LIB3145-021-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g598073 


BLAST score 


404 


E value 


1.0e-39 


Match length 


115 


% identity 


73 


NCBI Description 


(L36806) GT-1 [Arabidops 


Seq. No. 


211275 


Seq. ID 


LIB3145-021-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gll69128 


BLAST score 


672 


E value 


7.0e-71 


Match length 


140 


% identity 


94 


NCBI Description 


SERINE/THREONINE-PROTEIN 



166680 (L08789) 



29274 



protein kinase [Arabidopsis thaliana] >gi_166682 (L08790) 
protein kinase [Arabidopsis thaliana] 



Seq. No. 


211276 


Seq. ID 


LIB3145-021-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2760326 


RT.AST qrnrp 

1—) XJiiO X O w w -i— ^ 


438 


K value 

i_J V C—i ^L. 


2.0e-43 


Ma I - r*Vi 1 prirfhVi 


143 




57 


NCBI Description 


(AC002130) F1N21.11 [Arabidopsis thaliana] 


Seq. No. 


211277 


Seq. ID 


LIB3145-021-Q1-K1-D12 


Mpfhoci 


BLASTX 


NCBI GI 


g3925363 


BLAST score 


597 


E value 


4.0e-62 


Mair*?! 1 pnni~h 


133 


2; -i HpTTf~1 +" \7 


84 


NPRT Dp sr*r i nt ion 

XJ J. U O ^X_ J. kV L» -L. WAX 


(AF067961) homeodomain protein [Malus domestica] 


Seq. No. 


211278 


Seq. ID 


LIB3145-021-Q1-K1-D2 




BLASTX 










IT Tra Tup 

J_i v d J. LLC 


1 . Oe-70 


M^? t* Vi 1 pnnfh 
na llu ±cny lh 


139 






NCBI Description 


Raf protein kinase homolog CTR1 - Arabidopsis thaliana 


Qprr Xfn 


211279 






Mpt*hnH 


BLASTX 


NCBI GI 


g3249109 


BLAST score 


468 


TT va 1 IIP 

1_J v d.*X> Vw* 


6. Oe-47 


M^t*pVi 1 pnn"i~h 


140 


O XUC11LJ. L y 


63 


NORT Dpsrrintion 

LH \J ImJ X. V~/ \^ k_? -1 L. UX Vli 


(AC003114) Contains similarity to pre-mRNA splicing facto 




(^F9) subunit ab M72709 from Homo saoiens* ESTs 




nb and ab R6^S14 come from this aene. TArabidoosis 

\JAJ 1 lb JU U CLi 1U ^-4 X-/ 1\U O -L. ™ V^V^ilLv^ J_ X. Will L.1XX>iJ ^ . L' t * ,J_ *^ w -1- u 




fhsl i ana 1 


Seq. No. 


211280 


Seq. ID 


LIB3145-021-Q1-K1-D5 


Mpt hod 


BLASTX 


NCBI GI 


g4098129 


BLAST score 


738 


E value 


1.0e-78 


Match length 


136 


% identity 


99 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


Seq. No. 


211281 



29275 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-021-Q1-K1-D6 

BLASTX 

g2661840 

481 

2.0e-48 

139 
65 

(Y15430) 



adenosine kinase [Physcomitrella patens] 



211282 

LIB3145-021-Q1-K1-D7 

BLASTX 

gl67367 

528 

5.0e-54 

130 

81 

(L08199) peroxidase [Gossypium hirsutum] 



211283 

LIB3145-021-Q1-K1-E1 

BLASTX 

g4454452 

503 

4.0e-51 

133 

75 

(AC006234) unknown protein 



[Arabidopsis thaliana] 



211284 

LIB3145-021-Q1-K1-E10 

BLASTX 

g3402711 

201 

1.0e-15 

88 

28 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211285 

LIB3145-021-Q1-K1-E12 

BLASTX 

gl658193 

642 

2.0e-67 

130 

89 

(U74319) obtusifoliol 14-alpha demethylase CYP51 [Sorghum 
bicolor] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



211286 

LIB3145-021-Q1-K1-E3 

BLASTX 

g4467157 

281 

5.0e-25 



29276 



Match length 

% identity 

NCBI Description 



115 
52 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 



Seq. No. 


211287 


Seq. ID 


LIB3145-021-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2760320 


BLAST score 


322 


E value 


7.0e-30 


Match length 


109 


% identity 


61 


NCBI Description 


(AC002130) F1N21.4 [Arabidopsis thaliana] 


Seq. No. 


211288 


Seq. ID 


LIB3145-021-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4455359 


BLAST score 


553 


E value 


5.0e-57 


Match length 


127 


% identity 


87 


NCBI Description 


(AL035524) putative protein [Arabidopsis thai 


Seq. No. 


211289 


Seq. ID 


LIB3145-021-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl052956 


BLAST score 


347 


E value 


8.0e-33 


Match length 


107 


% identity 


65 


NCBI Description 


(0*39747) high mobility group protein 2 HMG2 [ 


Seq. No. 


211290 


Seq. ID 


LIB3145-021-Q1-K1-E7 


Method 


BLASTN 


NCBI GI 


g2264314 


BLAST score 


34 


E value 


1.0e-09 


Match length 


134 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MQK4, complete sequence [Arabidopsis thaliana 


Seq. No. 


211291 


Seq. ID 


LIB3145-021-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3860274 


BLAST score 


209 


E value 


1.0e-16 


Match length 


53 


% identity 


72 



[Ipomoea nil] 



PI clone: 



NCBI Description 



(AC005824) unknown protein [Arabidopsis thaliana] 
>gi_4314397__gb__AAD15607_ (AC006232) putative zinc finger 
protein [Arabidopsis thaliana] 



29277 



Seq, No. 


211292 


Seq. ID 


LIB3145-021-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g!321627 


BLAST score 


670 


E value 


1.0e-70 


Match length 


136 


% identitv 


90 


NCBI Description 


(D83656) thylakoid~bound ascorbate peroxidase [Cucurbita 




°f . j 


Seq. No. 


211293 


Seq. ID 


LIB3145-021-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl495251 


BLAST score 


526 


E value 


9.0e-54 


Match length 


143 


% identity 


73 


NCBI Description 


(Z70314) heat— shock orotein TArabidoDsis thalianal 

\ 1 \J mm- + J ll\i'Ll \m* ha? 11 W J— \«/ \m- \w+ Xll ^ J- \A \*/ -L. ' ^ X 4t«4> alto ^* vWl iL^aA J 


Seq. No. 


211294 


Seq. ID 


LIB3145-021-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST <5Core 


33 


F. V3 lnp 

J— ■ V Cl-LUC 


6 Oe-09 






% identity 


58 


NCBI Descriotion 


Xf^nonn 1 apvi *3 cDNA r*1 nnp 27A6— 1 


Seq. No. 


211295 


Seq. ID 


LIB3145-021-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3202024 


BLAST score 


251 


E value 


2 . 0e-21 


Match length 


60 


% identity 


80 


NCBI Description 


(AFO 69315) thylakoid-bound L-ascorbate peroxidase precurs 




fMpcpiriKr'v^'nthi^rnniTi rrv^tsl 1 i nnml 

L L J w O VZ!lt.lk H /J_ V Gil 1 \>>.L. V kj L>d -L. _l_ _l_.il UILL J 


Seq. No. 


211296 


Seq. ID 


LIB3145-021-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g927025 


BLAST qrorp 


320 


F 1 t1£3 


1 . 0e-29 




J — ' c 


% identity 


41 


NCBI Description 


(L44134) SPFl-like DNA-binding protein [Cucumis sativus] 


Seq. No. 


211297 


Seq. ID 


LIB3145-021-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3925363 



29278 



BLAST score 


609 


E value - 


2.0e-63 


Match length 


137 


% identity 


84 


NCBI Description 


(AF067961) homeodomain protein [Malus domestical 


Seq. No. 


211298 


Seq. ID 


LIB3145-021-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3785983 


BLAST score 


OAT 

207 


E value 


1.0e-20 


Match length 


91 


% identity 


57 


NCBI Description 


(AC005560) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


211299 


Seq. ID 


LIB3145-021-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4510377 


BLAST score 


457 


E value 


1.0e-45 


Match length 


142 


% identity 


65 


NCBI Description 


(AC007017) putative RNA helicase A [Arabidopsis thaliana 


Seq. No. 


211300 


Seq. ID 


LIB3145-021-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3851636 


BLAST score 


130 


E value 


3.0e-17 


Match length 


102 


% identity 


56 


NCBI Description 


(AF098519) unknown [Avicennia marina] >gi_4128206 




(AF056316) 40S ribosome protein S7 [Avicennia marina] 


Seq. No. 


211301 


Seq. ID 


LIB3145-021-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3885339 


BLAST score 


186 


E value 


6.0e-14 


Match length 


119 


% identity 


40 


NCBI Description 


(AC005623) putative bzip protein [Arabidopsis thaliana] 


Seq. No. 


211302 


Seq. ID 


LIB3145-021-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3785983 


BLAST score 


227 


E value 


9.0e-24 


Match length 


100 


% identity 


59 


NCBI Description 


(AC005560) hypothetical protein [Arabidopsis thaliana] 



29279 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211303 

LIB3145-Q21-Q1-K1-G6 

BLASTX 

g225267 

477 

5.0e-48 

113 
77 

ORF 1244 [Nicotiana tabacum] 



Seq. No. 


211304 


Seq. ID 


LIB3145-021-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3450889 


BLAST score 


443 


E value 


5.0e-44 


Match length 


136 


% identity 


66 


NCBI Description 


(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana 


Sea No. 


211305 


Seq. ID 


LIB3145-021-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3413424 


BLAST score 


404 


E value 


2.0e-39 


Match length 


130 


% identity 


62 


NCBI Description 


(AJ006309) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


211306 


Seq. ID 


LIB3145-021-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2194093 


BLAST score 


629 


E value 


8.0e-66 


Match length 


134 


% identity 


87 


NCBI Description 


Chain A, Stearoyl-Acyl Carrier Protein Desaturase From 



Castor Seeds >gi_2194094_pdb_lAFR_B Chain B, Stearoyl-Acyl 
Carrier Protein Desaturase From Castor Seeds 
>gi_2194095_pdb_lAFR_C Chain C, Stearoyl-Acyl Carrier 
Protein Desaturase From Castor Seeds >gi_2194096_pdb_lAFR_D 
Chain D, Stearoyl-Acyl Carrier Protein Desaturase From 
Castor Seeds >gi__2194097_pdb__lAFR_E Chain E, Stearoyl-Acyl 
Carrier Protein Desaturase From Castor Seeds 
>gi_2194098_pdb__lAFR_F Chain F, Stearoyl-Acyl Carrier 
Protein Desaturase From Castor Seeds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



211307 

LIB3145-021-Q1-K1-H11 

BLASTX 

g2252836 

364 

7.0e-35 

115 

60 



29280 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF013293) contains weak similarity to S. cerevisiae B0B1 
protein (PIR:S45444) [Arabidopsis thaliana] 

211308 

LIB3145-021-Q1-K1-H12 

BLASTX 

gl709006 

226 

1.0e-18 

67 

66 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) >gi_726032 
(U17241) S-adenosylmethionine synthetase [Actinidia 
chinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211309 

LIB3145-021-Q1-K1-H6 

BLASTX 

g2252866 

221 

5.0e-18 

64 

66 

(AF013294) contains region of similarity to SYT 
[Arabidopsis thaliana] 

211310 

LIB3145-022-Q1-K1-A1 

BLASTX 

g81857 

216 

2.0e-17 

42 

93 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658__emb_CAA45349_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211311 

LIB3145-022-Q1-K1-A11 

BLASTX 

gl694976 

343 

3.0e-32 

74 

85 

(Y09482) HMG1 [Arabidopsis thaliana] 
>gi_2832361_emb_CAA74402_ (Y14073) HMG 
thaliana] 



protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



211312 

LIB3145-022-Q1-K1-A4 

BLASTX 

gl220196 

556 

3.0e-57 



29281 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



120 
88 

(U49061) 



alcohol dehydrogenase 2a [Gossypium hirsutum] 



211313 

LIB3145-022-Q1-K1-A5 

BLASTN 

g3821780 

36 

9.0e-ll 

37 
61 

Xenopus laevis cDNA clone 27A6-1 
211314 

LIB3145-022-Q1-K1-B11 

BLASTX 

g!488255 

531 

3.0e-54 

156 
57 

(U38416) ferulate-5-hydroxylase [Arabidopsis thaliana] 
>gi_2961381_emb_CAA18128_ (AL022141) f erulate-5-hydroxylase 

(FAH1) [Arabidopsis thaliana] >gi_3925365 (AF068574) 
ferulate-5-hydroxylase [Arabidopsis thaliana] 

211315 

LIB3145-022-Q1-K1-B4 

BLASTX 

g3913185 

405 

1.0e-39 

130 

58 

CINNAMYL ALCOHOL DEHYDROGENASE (CAD) >gi_2984653 (AF038561) 
cinnamyl alcohol dehydrogenase; CAD [Eucalyptus globulus] 

211316 

LIB3145-022-Q1-K1-B7 

BLASTX 

g4102861 

411 

3.0e-40 

80 
93 

(AF016893) copper/zinc-superoxide dismutase [Populus 
tremuloides] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



211317 

LIB3145-022-Q1-K1-B9 

BLASTX 

gl946359 

371 

1.0e-35 

119 

59 



29282 



NCBI Description (U93215) unknown protein [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211318 

LIB3145-022-Q1-K1-C12 

BLASTX 

g231509 

564 

4.0e-58 

133 

77 

ACT IN DEPOLYMERIZING FACTOR (ADF) >gi_419809_pir S30935 

actin-depolymerizing factor - trumpet lily 
>gi_22748_emb_CAA78483_ (Z14110) actin depolymerizing 
factor [Lilium longiflorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211319 

LIB3145-022-Q1-K1-C2 

BLASTX 

g2833386 

564 

3.0e-58 

133 

86 

RIBULOSE-PHOSPHATE 3-EPIMERASE PRECURSOR 
(PENT0SE-5-PH0SPHATE 3-EPIMERASE) (PPE) (RPE) (R5P3E) 

>gi_2129493_pir S62724 ribulose-phosphate 3-epimerase 

5.1.3.1) precursor - spinach >gi_1162980 (L42328) 
ribulose-5-phosphate 3-epimerase [Spinacia oleracea] 
>gi_3264788 (AF070941) ribulose-phosphate 3-epimerase 

[Spinacia oleracea] >gi_1587 969_prf 2207382A 

D-ribulose-5-phosphate 3-epimerase [Sorghum bicolor] 



(EC 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211320 

LIB3145-022-Q1-K1-C7 

BLASTX 

g3641837 

400 

5.0e-39 

111 

74 

(AL023094) Nonclathrin coat protein gamma 
[Arabidopsis thaliana] 



like protein 



211321 

LIB3145-022-Q1-K1-D10 

BLASTX 

g464707 

303 

1.0e-27 

96 

67 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S374 96 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 



29283 



[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211322 

LIB3145-022-Q1-K1-D12 

BLASTX 

gl055161 

152 

8.0e-10 

112 

35 

(U40029) similar to human 
[Caenorhabditis elegans] 



100 kDa coactivator (U22055) 



211323 

LIB3145-022-Q1-K1-D2 

BLASTN 

g3869069 

44 

2.0e-15 

128 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MEB5, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211324 

LIB3145-022-Q1-K1-D3 

BLASTX 

g4467146 

480 

2.0e-48 

127 

68 

(AL035540) 
thaliana] 



galactosidase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



211325 

LIB3145-022-Q1-K1-D4 

BLASTN 

g3869069 

33 

6.0e-09 

190 

83 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MEB5, complete sequence [Arabidopsis thaliana] 

211326 

LIB3145-022-Q1-K1-D6 
BLASTX 



PI clone: 



29284 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3850816 
436 

3.0e-43 

89 
87 

(Y18348) 
sativa] 



U2 snRNP auxiliary factor, small subunit [Oryza 



211327 

LIB3145-022-Q1-K1-D7 

BLASTX 

g2462756 

331 

7.0e-37 

127 

67 

(AC002292) putative receptor kinase [Arabidopsis thaliana] 
211328 

LIB3145-022-Q1-K1-E1 

BLASTN 

g2656030 

33 

6.0e-09 

215 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



211329 

LIB3145-022-Q1-K1-E10 

BLASTX 

g4191789 

270 

2.0e-27 

122 

59 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 

211330 

LIB3145-022-Q1-K1-E2 

BLASTX 

g625990 

342 

3.0e-32 

129 

50 

porin, plastid - garden pea 
211331 

LIB3145-022-Q1-K1-E3 

BLASTX 

g2281093 

228 

5.0e-19 
76 



29285 



% identitv 


59 


NCBI Description 


(AC002333) beta transducin isolog [Arabidopsis thaliana] 


Caff KJr» 


211332 


Seq* ID 


LIB3145-022-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2191175 


BLAST score 


195 


E value 


6.0e-15 


Matc*h lpncrth 


48 


% i dpnt" "i t v 


77 


MPRT Dpqrr i rst i on 

L\ \j XJ X t> C O O A. J- k> LXVli 


(AF007270) A IG002P16.24 gene product [Arabidopsis 




t*ha 1 i anal 

X XCX .JL JL (JLXXC*X J 


OC^. IN U • 


91 1333 


Seq. ID 


LIB3145-022-Q1-K1-E8 


Mpthnd 


BLASTX 


NCBI GI 

IN \s XJ X. VJ J- 


a2146731 


BLAST score 


243 


E value 


8.0e-21 


Matnh 1 pnrrth 


79 


9r "5 H eaTi "I - "i +"\7 


31 


TvIPRT riAQpri 1^1*1 on 

INOXJ J- UCOUIipLiUll 


FK506-bi ndina nrotein — Arabidoosis thaliana >ai 1354207 




fU4 94 531 rofl FArabidoDsis thaliana! 


oeq . iNu . 


91 1 ^4 




LIB3145-022-O1-K1-E9 

XJ J- XJ _I_ 1 «J V/ £— C— \£ -L XIX. J_t — ' 


Mpt hnd 


BLASTN 


NCBI GI 


g623524 


BLAST score 


54 


17 liip 

ill V Ct± L1C 


2 . Oe-21 


Ma +■ en 1 fan rT"h h 

L id l_ l_l i XCil^ LU 


186 








Pi qnl i thus tinrtorius fF000151 mRNA. EST0145 


Oc^. LNU. 




Qprr TD 


LIB3145-022-O1-K1-F1 


ric LIJ.UU 




NCBI GI 


g3386621 


BLAST score 


613 


F. valup 

1ml V CA X <_X\^ 


6. Oe-64 




140 




82 


1_ "1 _I_ w ^— ' -1— _1_ W</ ^ 4 X 


(AC004665) unknown protein [Arabidopsis thaliana] 


C! ca rr Mn 
oeq • 1NO • 


91 1 ^^fi 


JCLJ • J. u 


LIB3 14 5-022 -01-K1-F12 




RT.ASTX 


NCBI GI 


g3757523 


BLAST score 


472 


TP. vfl 1 HP 


3 Oe-48 


Match length 


122 


% identity 


79 


NCBI Description 


(AC005167) putative transportin [Arabidopsis thaliana] 


Seq. No. 


211337 


Seq. ID 


LIB3145-022-Q1-K1-F2 



29286 



® 



Method 


BLASTX 


NCBI GI 


g3548815 


BLAST score 


273 


E value 


4.0e-24 


Match length 


62 


% identity 


85 


NCBI Description 


(AC005313) similar to axoneme-associated protein mstlOl 




[Arabidopsis thaliana] 


Seq. No. 


211338 


Seq. ID 


LIB3145-022-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2505872 


BLAST score 


272 


E value 


5.0e-24 


Match length 


140 


% identity 


48 


NCBI Description 


(Y12227) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


211339 


Seq. ID 


LIB3145-022-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


382 


E value 


5.0e-37 


Match lencrth 


116 




60 


NPRT Desnriot ion 


(Y15430) adenosine kinase [Physconiitrella patens] 


Seer. No. 


211340 


Seq. ID 


LIB3145-022-Q1-K1-G1 


Method 


BLASTN 


NCBI GI 


g2760168 


BLAST score 


50 


E value 


4.0e-19 


Match length 


148 


% identity 


90 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5 f PI clone 




MEE6, complete sequence [Arabidopsis thaliana] 


Seq. No. 


211341 


Seq. ID 


LIB3145-022-Q1-K1-G2 


Method 


BLASTN 


NCBI GI 


g531832 


BLAST score 


39 


E value 


1.0e-12 


Match lencrth 


91 


% identity 


86 


NCBI Description 


Cloning vector pSport2, complete sequence 


Sea No 


211342 


Seq. ID 


LIB3145-022-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4337175 


BLAST score 


439 


E value 


1.0e-43 


Match length 


142 



29287 



% identity 
.NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



61 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111 / gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_TZ0921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

211343 

LIB3145-022-Q1-K1-G6 

BLASTX 

g3482971 

346 

1.0e-32 

73 

79 

(AL031369) putative protein [Arabidopsis thaliana] 
211344 

LIB3145-022-Q1-K1-G9 

BLASTX 

g2160166 

362 

2.0e-34 

140 

51 

(AC000132) No definition line found [Arabidopsis thaliana] 
211345 

LIB3145-022-Q1-K1-H1 

BLASTX 

g2832643 

195 

1.0e-15 

54 

72 

(AL021710) hypothetical protein [Arabidopsis thaliana] 
211346 

LIB3145-022-Q1-K1-H2 

BLASTX 

gl345642 

223 

2.0e-18 

49 

80 

FLAVONOID 3 T , 5 ' -HYDROXYLASE 1 (F3'5'H) (CYTOCHROME P450 

75A1) (CYPLXXVA1) >gi_629710_pir S38985 flavonoid 

3 T , 5 T -hydroxylase Hfl - garden petunia 
>gi_311656_emb_CAA80266_ (Z22545) flavonoid 
3 T ,5 ! -hydroxylase [Petunia x hybrida] 
>gi_1853972_dbj_BAA03438__ (D14588) 

f lavonoid-3 1 , 5 '-hydroxylase [Petunia x hybrida] >gi_3426337 
(AF081575) flavonoid 3 T , 5 ' -hydroxylase [Petunia x hybrida] 

>gi_738772_prf 2001426B flavonoid 3 T , 5 1 -hydroxylase 

[Petunia x hybrida] 

211347 

LIB3145-022-Q1-K1-H5 



29288 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3435196 

615 

3.0e-64 

136 

81 

(AF067773) glutamyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211348 

LIB3145-022-Q1-K1-H6 

BLASTX 

g2245020 

257 

3.0e-22 

128 

45 

(Z97341) growth regulator homolog [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211349 

LIB3145-023-Q1-K1-A12 

BLASTX 

g2144271 

640 

4.0e-67 

135 

90 

trans -cinnamate 4-monooxygenase (EC 1.14.13.11} C - 
kitakamiensis (fragment) >gi_1777372_dbj_BAA11578_ 
cinnamic acid 4-hydroxylase [Populus kitakamiensis] 



Populus 
D82814) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211350 

LIB3145-023-Q1-K1-A8 

BLASTX 

g3928142 

693 

2.0e-73 

140 

20 

(AJ131045) protein phosphatase [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211351 

LIB3145-023-Q1-K1-B10 

BLASTX 

g2791896 

635 

1.0e-66 

136 

93 

(Y08997) 146kDa nuclear protein [Xenopus laevis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



211352 

LIB3145-023-Q1-K1-B12 

BLASTX 

gl32944 

606 

4.0e-63 
118 



29289 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

211353 

LIB3145-023-Q1-K1-B4 

BLASTX 

g!703089 

258 

2.0e-22 

94 

48 

ACYLAMINO-ACI D-RELEAS ING ENZYME (ACYL-PEPTIDE HYDROLASE) 
(APH) { ACYLAMINOAC YL - PE PT I DAS E ) (DNF15S2 PROTEIN) 

>gi_2118063_pir JC4655 acylaminoacyl-peptidase (EC 

3.4.19.1) - human >gi_556514_dbj_BAA0747 6_ (D38441) 
acylamino acid-releasing enzyme [Homo sapiens] 

211354 

LIB3145-023-Q1-K1-B5 

BLASTX 

g2117725 

719 

2.0e-76 
145 
87 

1, 4-alpha-glucan branching enzyme (EC 2 
SBE2.2 precursor - Arabidopsis thaliana 
>gi_726490 (U22428) starch branching enzyme class II 
[Arabidopsis thaliana] 



4.1.18) isoform 
(fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



211355 

LIB3145-023-Q1-K1-B7 

BLASTX 

gl!74599 

758 

6.0e-81 

146 

98 

TUBULIN BETA- 2 CHAIN >gi_107 6659__pir S50748 beta-tubulin - 

potato >gi_609270_emb_CAA83853_ (Z33402) beta-tubulin 
[Solanum tuberosum] 

211356 

LIB3145-023-Q1-K1-B9 

BLASTX 

g3287683 

317 

3.0e-29 

121 

19 

(AC003979) Similar to apoptosis protein MA-3 gb_D504 65 from 
Mus musculus. [Arabidopsis thaliana] 

211357 

LIB3145-023-Q1-K1-C1 



29290 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl00069 

181 

2.0e-13 

97 

41 

cysteine proteinase tpp (EC 3.4.22.-) - garden pea 
>gi_3980198_emb_CAA46863_ (X66061) thiolprotease [Pisum 
sativum] 

211358 

LIB3145-023-Q1-K1-C10 

BLASTX 

gl352681 

340 

6.0e-32 

115 
60 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_107 6391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 

211359 

LIB3145-023-Q1-K1-C2 

BLASTX 

g729506 

597 

4.0e-62 

131 

83 

NARINGENIN, 2 -OXOGLUTARATE 3 -DI OXYGENASE 

( FLAVONONE- 3 -HYDROXYLASE ) ( FHT ) >gi_4 8121 6_pir S 38338 

naringenin 3-dioxygenase - common stock 

>gi_288107_emb_CAA51192_ (X72594) naringenin, 2-oxoglutarate 
3-dioxygenase [Matthiola incana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



211360 

LIB3145-023-Q1-K1-C3 

BLASTX 

g3913416 

470 

3.0e-47 

124 
73 

S - ADENOS YLMETH ION I NE DECARBOXYLASE PROENZYME (ADOMETDC) 

(SAMDC) >gi_2129920_pir S68990 adenosylmethionine 

decarboxylase (EC 4.1.1.50) - Madagascar periwinkle 
>gi_758695 (U12573) S-adenosyl-L-methionine decarboxylase 

proenzyme [Catharanthus roseus] >gi_1094441_prf 2106177A 

Met (S-adenosyl) decarboxylase [Catharanthus roseus] 

211361 

LIB3145-023-Q1-K1-C6 

BLASTN 

g439653 

59 



29291 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-25 

59 

100 

G.hirsutum mRNA for ribosomal protein 16, small subunit 
211362 

LIB3145-023-Q1-K1-D1 

BLASTX 

g3915165 

249 

1.0e-21 

58 
86 

TRYPTOPHAN 
(AF042320) 
acuminata] 



SYNTHASE BETA CHAIN 2 PRECURSOR >gi_2792520 
tryptophan synthase beta subunit [Camptotheca 
>gi_2801771 (AF042321) tryptophan synthase beta 



[Camptotheca acuminata] 
211363 

LIB3145-023-Q1-K1-D10 

BLASTX 

g417103 

623 

4.0e-65 

124 
100 

HISTONE H3.2, MINOR >gi_282871_pir S2434 6 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi__488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

211364 

LIB3145-023-Q1-K1-D12 

BLASTX 

g2911075 

407 

8.0e-40 

134 

57 

(AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 



211365 



29292 



Seq. ID 


LIB3145-023-Q1-K1-D3 ~ 


Method 


BLASTX 


NCBI GI 


g2760326 


BLAST score 


166 


E value 


4.0e-12 


Match length 


46 


% identity 


65 


NCBI Description 


(AC002130) F1N21..11 [Arabidopsis thaliana] 


Seq. No. 


211366 


Seq. ID 


LIB3145-023-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2119042 


BLAST score 


275 


E value 


2.0e-24 


Match length 


60 


% identity 


87 


NCBI Description 


glycine-rich RNA-binding protein RGP-la - wood tobacco 




>gi 469070 dbj BAA03741 (D16204) RNA-binding glycine-rich 




protein-1 (RGP-la) [Nicotiana sylvestris] 


Seq. No, 


211367 


Seq. ID 


LIB3145-023-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2760326 


BLAST score 


381 


E value 


9.0e-37 


Match length 


117 


% identity 


59 


NCBI Description 


(AC002130) F1N21.11 [Arabidopsis thaliana] 


Seq. No. 


211368 


Seq. ID 


LIB3145-023-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3024020 


BLAST score 


662 


E value 


1.0e-69 


Match length 


131 


% identity 


95 


NCBI Description 


INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 




>gi 2225881 dbj BAA20877 (AB004824) eukaryotic initiation 




factor 5A3 [Solanum tuberosum] 


Seq. No. 


211369 


Seq. ID 


LIB3145-023-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4220524 


BLAST score 


281 


E value 


5. Oe-25 


Match length 


95 


% identity 


61 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


211370 


Seq. ID 


LIB3145-023-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4006875 



29293 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219 

9.0e-18 

53 
83 

(Z99707) putative protein [Arabidopsis thaliana] 
211371 

LIB3145-023-Q1-K1-E6 

BLASTX 

g2982466 

253 

9.0e-22 

98 

46 

(AL022223) putative protein [Arabidopsis thaliana] 
211372 

LIB3145-023-Q1-K1-E8 

BLASTX 

g2662343 

238 

5.0e-20 

47 

98 

(D63581) EF-1 alpha [Oryza sativa] 
211373 

LIB3145-023-Q1-K1-F10 

BLASTX 

g4115925 

597 

4.0e-62 

134 

49 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi__4539439__emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



211374 

LIB3145-023-Q1-K1-F4 

BLASTX 

g3023197 

593 

1.0e-61 

139 

82 

14-3-3-LIKE PROTEIN D (SGF14D) >gi_1575731 (U70536) SGF14D 
[Glycine max] 

211375 

LIB3145-023-Q1-K1-F8 

BLASTX 

gl729860 

619 

1.0e-64 
124 



29294 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



it 
99 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) (MG (2+) -DEPENDENT AT PAS E 1) 

(LEMA-1) >gi_1362099_pir S56672 probable 26S proteinase 

chain MA-1 - tomato >gi_732815_emb_CAA52445_ (X74426) 
Mg-dependent ATPase 1 [Lycopersicon esculentum] 

211376 

LIB3145-023-Q1-K1-G11 

BLASTX 

gll69200 

335 

2.0e-31 

119 

58 

DNA- DAMAGE - RE PAI R / TOLERAT I ON PROTEIN DRT111 PRECURSOR 

>gi_421829_pir S33706 DNA-damage resistance protein - 

Arabidopsis thaliana >gi_166694 (M98455) [Arabidopsis 
thaliana recombination and DNA-damage resistance protein 
(DRT111) mRNA, complete cds . ] , gene product [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211377 

LIB3145-023-Q1-K1-G2 

BLASTX 

g2982331 

470 

2.0e-47 

98 

96 

(AF051251) TAT-binding protein homolog [Picea mariana] 
211378 

LIB3145-023-Q1-K1-G3 

BLASTX 

gl498053 

496 

3.0e-50 

136 

73 

(U64436) ribosomal protein S8 [Zea mays] 



211379 

LIB3145-023-Q1-K1-G4 

BLASTX 

g3420906 

270 

9.0e-24 

107 

38 

(AF080595) zinc finger protein; 
brachycarpa] 



WRKY1 [Pimpinella 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



211380 

LIB3145-023-Q1-K1-G5 

BLASTX 

g!350956 



29295 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



492 

9.0e-50 

104 

93 

4 OS RIBOSOMAL PROTEIN S20 



(S22) 



211381 

LIB3145-023-Q1-K1-G7 

BLASTX 

g2511574 

426 

4.0e-42 

100 

83 

(Y13176) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 (AF043520) 20S proteasome subunit 
PAB1 [Arabidopsis thaliana] 

211382 

LIB3145-023-Q1-K1-H12 

BLASTX 

g2642446 

222 

3.0e-18 

122 

45 

(AC002391) similar to auxin-responsive GH3 protein 
[Arabidopsis thaliana] 

211383 

LIB3145-023-Q1-K1-H2 

BLASTX 

gll9150 

736 

2.0e-78 

139 

100 

ELONGATION FACTOR 1 -ALPHA (EF-l-ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

211384 

LIB3145-024-Q1-K1-A11 

BLASTX 

g4544404 

153 

6.0e-10 

64 

52 

(AC007047) unknown protein [Arabidopsis thaliana] 
211385 

LIB3145-024-Q1-K1-A3 
BLASTX 



29296 



NCBI GI g2618705 

BLAST score 271 

E value 3.0e-24 

Match length 76 

% identity 70 

NCBI Description (AC002510) putative ABC transporter, 5' partial 
[Arabidopsis thaliana] 

Seq. No. 211386 

Seq. ID LIB3145-024-Q1-K1-A9 

Method BLASTX 

NCBI GI g349379 

BLAST score 4 66 

E value 1.0e-4 6 

Match length 138 

% identity 74 

NCBI Description (L22847) HAHB-1 [Helianthus annuus] 

Seq. No. 211387 

Seq. ID LIB3145-024-Q1-K1-B10 

Method BLASTX 

NCBI GI g3 92 4 5 97 

BLAST score 203 

E value 7.0e-16 

Match length 137 

% identity 40 

NCBI Description (AF069442) putative oxidoreductase [Arabidopsis thaliana 

Seq. No. 211388 

Seq. ID LIB3145-024-Q1-K1-B11 

Method BLASTX 

NCBI GI g542157 

BLAST score 558 

E value 2.0e-57 

Match length 126 

% identity 82 

NCBI Description ribosomal 5S RNA-binding protein - Rice 

Seq. No. 211389 

Seq. ID LIB3145-024-Q1-K1-B4 

Method BLASTX 

NCBI GI g3335375 

BLAST score 327 

E value 1.0e-30 

Match length 98 

% identity 68 

NCBI Description (AC003028) putative amidase [Arabidopsis thaliana] 

Seq. No. 211390 

Seq. ID LIB3145-024-Q1-K1-B7 

Method BLASTX 

NCBI GI g3176874 

BLAST score 281 

E value 2.0e-25 

Match length 83 

% identity 66 

NCBI Description (AF065639) cucumisin-like serine protease [Arabidopsis 



29297 



thaliana] 



Q^iz-r Tan 


211391 




Seq. ID 


LIB3145-024-Q1-K1-C1 




Method 


BLASTX 




NTpRT (IT 


a4262140 






192 




Hj v ct j_ uc 


4 . Oe-15 




Match length 


37 






89 




NCBT Description 


(AC005275) putative C- 


■type Ul 


uc^ji vt \j * 


211392 




Seq. ID 


LIB3145-024-Q1-K1-C6 




Method 


BLASTX 






g3063396 




DlirliJl 


369 




Ej vaxuc 


1.0e-35 




Match lencrth 


78 






87 




NIPRT Dp^rfi Dt ion 

J.M \_>» AJ _L Ls O V^* ±- -J- JU i i 


(AB012947) vcCyP [Vicia faba] 


Sea. No. 


211393 




Sea. ID 


LIB3145-024-Q1-K1-D1 




Method 


BLASTX 




NCBI GI 


gll73256 




BLAST score 


256 




E value 


5.0e-22 




Match length 


78 




% identity 


73 


S4 >gi_ 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 



protein S4 - upland cotton >gi_4 8 8 7 3 9_emb_CAA5 5 8 8 2_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 



Seq. No. 


211394 


Seq. ID 


LIB3145-024-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3451075 


BLAST score 


386 


E value 


2.0e-37 


Match length 


118 


% identity 


63 


NCBI Description 


(AL031326) putative prote 


Seq. No. 


211395 


Seq. ID 


LIB3145-024-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


706 


E value 


7.0e-75 


Match length 


137 


% identity 


97 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi 



_ 19270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



29298 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211396 

LIB3145-024-Q1-K1-E2 

BLASTX 

g3152606 

303 

6.0e-28 
54 
91 

(AC004482) 
thaliana] 



putative ring zinc finger protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211397 

LIB3145-024-Q1-K1-E6 

BLASTX 

g4469020 

254 

2.0e-22 
67 
78 

(AL035602) 
thaliana] 



putative protein (fragment) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211398 

LIB3145-024-Q1-K1-E8 

BLASTX 

g730450 

258 

6.0e-23 

60 

80 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi_480649_pir S37134 cold-induced protein BnC24B - rape 

>gi_398922_emb_CAA80343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 



Seq. No. 


211399 


Seq. ID 


LIB3145-024-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2317910 


BLAST score 


403 


E value 


3.0e-39 


Match length 


120 


% identity 


58 


NCBI Description 


(U89959) CER1 protein [Arabidopsis thaliana] 


Seq. No. 


211400 


Seq. ID 


LIB3145-024-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4097547 


BLAST score 


205 


E value 


2.0e-16 


Match length 


88 


% identity 


28 


NCBI Description 


(U64906) ATFP3 [Arabidopsis thaliana] 


Seq. No. ' 


211401 


Seq. ID 


LIB3145-024-Q1-K1-F11 



29299 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2384671 

323 

6.0e-30 

144 

54 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 



Sea No. 


211402 




Sea. ID 


LIB3145-024-Q1-K1-F2 




Method 


BLASTX 




NCBI GI 


gl350720 




BLAST score 


346 




E value 


4.0e-33 




Match length 


77 




o lucnuiLy 


83 






60S RIBOSOMAL PROTEIN 


L32 


Sea No 


211403 






LIB3145-024-Q1-K1-F4 






BLASTX 




NCBI GI 


g3334286 




BLAST score 


238 




E value 


2.0e-20 




Match length 


75 




% identity 


68 




NCBI Description 


PHENYLALANINE AMMONIA- 


-LYA 


( A JO 02221) phenylalanine 


Seq. No. 


211404 




Seq. ID 


LIB3145-024-Q1-K1-F9 




Method 


BLASTX 




NCBI GI 


g2351374 




BLAST score 


242 




E value 


2.0e-26 





Match length 

% identity 

NCBI Description 



76 
76 



(U54560) putative 26S proteasome sufounit athMOV34 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211405 

LIB3145-024-Q1-K1-G12 

BLASTN 

g3985931 

44 

2.0e-15 

100 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21H1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



211406 

LIB3145-024-Q1-K1-G4 

BLASTX 

g2213600 

194 



29300 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-15 

62 

68 

(AC000348) T7N9.20 [Arabidopsis thaliana] 
211407 

LIB3145-024-Q1-K1-G6 

BLASTN 

g289919 

90 

1.0e-43 - 

110 

95 

Gossypium hirsutum chloroplast photosystem II chlorophyll 
A/B-binding protein gene, complete cds 

211408 

LIB3145-024-Q1-K1-G8 

BLASTN 

gl762113 

33 

6.0e-09 

53 

91 

Coccoid stramenopile CCMP1144 nuclear 18S ribosomal RNA 
gene 

211409 

LIB3145-024-Q1-K1-H12 

BLASTX 

g730512 

529 

4.0e-54 

119 

88 

RAS-RELATED PROTEIN RIC2 >gi_481506_pir S38741 GTP-binding 

protein ric2 - rice >gi_218228_dbj_BAA02904_ (D13758) 
ras-related GTP binding protein [Oryza sativa] 



Seq. No. 


211410 


Seq. ID 


LIB3145-024- 


Method 


BLASTX 


NCBI GI 


g4490323 


BLAST score 


408 


E value 


5.0e-40 


Match length 


127 


% identity 


64 


NCBI Description 


(AJ131464) 


Seq. No. 


211411 


Seq. ID 


LIB3145-025 


Method 


BLASTX 


NCBI GI 


g4490737 


BLAST score 


185 


E value 


7.0e-14 


Match length 


56 


% identity 


64 



29301 



NCBI Description (AL035708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211412 

LIB3145-025-Q1-K1-A11 

BLASTX 

gl694976 

401 

4.0e-39 

115 

65 

(Y09482) HMG1 [Arabidopsis thaliana] 
>gi_2832361_emb_CAA74402_ (Y14073) HMG 
thaliana] 



protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211413 

LIB3145-025-Q1-K1-A2 

BLASTX 

g3924596 

489 

1.0e-49 

109 
86 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211414 

LIB3145-025-Q1-K1-A5 

BLASTX 

g4455214 

542 

9.0e-56 

117 

88 

(AL035440) putative di hydro lipo amide succinyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 


211415 


Seq. ID 


LIB3145-025-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3402683 


BLAST score 


140 


E value 


1.0e-08 


Match length 


88 


% identity 


45 


NCBI Description 


(AC004697) patatin-like protein 


Seq. No. 


211416 


Seq. ID 


LIB3145-025-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3236238 


BLAST score 


252 


E value 


1.0e-21 


Match length 


127 


% identity 


50 


NCBI Description 


(AC004684) putative ARF1 GTPase 



[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 , 
(AB017876) Aspl [Arabidopsis thaliana] 



29302 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211417 

LIB3145-025-Q1-K1-B1 

BLASTX 

g549706 

178 

5.0e-13 

106 

41 

KTI12 PROTEIN >gi_539197_pir S37937 KTI12 protein - yeast 

(Saccharomyces cerevisiae) >gi__486185_emb_CAA81950__ 
(Z28110) ORF YKLllOc [Saccharomyces cerevisiae] 
>gi_536816_emb_CAA54 646_ (X77511) KTI12 [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211418 

LIB3145-025-Q1-K1-B10 

BLASTX 

g2244956 

196 

4.0e-15 

116 

34 

(Z97340) strong similarity to pectinesterase [Arabidopsis 
thaliana] 



Seq. No. 


211419 


Seq. ID 


LIB3145-025-Q1-K1-B12 


Method 


BLASTN 


NCBI GI 


g3236234 


BLAST score 


44 


E value 


1.0e-15 


Match length 


84 


% identity 


88 


NCBI Description 


Arabidopsis thaliana chromosome II BAC 




sequence, complete sequence [Arabidops 


Seq. No. 


211420 


Seq. ID 


LIB3145-025-Q1-K1-B2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


211421 


Seq. ID 


LIB3145-025-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2661179 


BLAST score 


287 


E value 


7.0e-26 


Match length 


111 


% identity 


56 


NCBI Description 


(U80984) AtZWIO [Arabidopsis thaliana] 



29303 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211422 

LIB3145-025-Q1-K1-B5 

BLASTX 

g3822036 

221 

4.0e-18 

115 
46 

(AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 
211423 

LIB3145-025-Q1-K1-B6 

BLASTX 

g3928083 

531 

2.0e-54 

118 

80 

(AC005770) unknown protein [Arabidopsis thaliana] 
211424 

LIB3145-025-Q1-K1-B7 

BLASTX 

g3702121 

417 

4.0e-41 

121 

74 

(AJ011681) retinoblastoma-related protein [Chenopodium 
rubrum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



211425 

LIB3145-025-Q1-K1-B9 

BLASTN 

g3128137 

52 

3.0e-20 

128 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9I9, complete sequence [Arabidopsis thaliana] 

211426 

LIB3145-025-Q1-K1-C10 

BLASTX 

gl931653 

201 

9.0e-i6 

75 
35 

(U95973) unknown protein [Arabidopsis thaliana] 
211427 

LIB3145-025-Q1-K1-C2 

BLASTX 

g3169725 

444 



TAC clone 



29304 



E value 
Match length 
% identity 
NCBI Description 



3.0e-44 

108 

71 

(AF007569) succinate dehydrogenase iron-sulfur protein 
subunit [Bradyrhizobium japonicum] 



Seq. No. 


211428 


UC^ • J. Ls 


LIB3145-025-Q1-K1-C5 


M^thnrl 

LIS? LllLrLl 


BLASTX 


NCBI GI 


g3492803 




354 


E value 


9.0e-34 


l let U- J-Ciiy 


106 


% i dent it v 


58 


NCBI Description 


(AJ002479) ENBP1 [Medicago truncatula] 




211429 


Q&n TD 


LIB3145-025-O1-K1-C6 


L v ie Lfioa. 


DlinO J- J.N 




a2687434 


JDJ_iriOl ot_.UX.t5 


j *± 


E value 


1 . -L j£, _7 


M^i f* r^H 1 pti rr +* h 


274 




96 


NCBI Description 


Eucryphia lucida large subunit 26S ribosomal 




partial sequence 


Q^rr Kin 


211430 


Qo^r TPi 






BLASTX 






OT ,7\ OT 1 apArp 


482 


"P 1 1 np 
Hi VaXUC 


1. Oe-48 


Mstph 1 pnerth 


128 


% identity 


73 


NCBI Description 


(AC003000) hypothetical protein [Arabidopsis 


oeq. INQ • 


91 1 4^1 

Z. X J_*± J JL 


oeq. ±u 


iilDJll J \J£**J V- 1 - ^-' <J 


nc uuuu. 


BLASTX 


JNL/I51 ul 




oLnoi score 


44 6 


E value 


2.0e-44 


Match length 


109 


% identity 


81 


NCBI Description 


(AB0117 95) flavanone 3-hydroxylase [Citrus s 


Seq. No. 


211432 


Seq. ID 


LIB3145-025-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g!916292 


BLAST score 


151 


E value 


5.0e-10 


Match length 


92 



RNA gene, 



% identity 

NCBI Description 



36 



(U89793) allergen Amb a VI [Ambrosia artemisiifolia] 



29305 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211433 

LIB3145-025-Q1-K1-D1 

BLASTX 

g3122265 

217 

1.0e-17 

56 
68 

EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) 
(EIF4E) (MRNA CAP-BINDING PROTEIN) {EIF-4F 25 KD SUBUNIT) 
(EIF-4F P26 SUBUNIT) >gi_2288883_emb_CAA71580_ (Y10548) 

eIF4E protein [Arabidopsis thaliana] 



Sf^a" No . 

t*J C * i-lW t 


211434 


Seq. ID 


LIB3145-025-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2760839 


BLAST score 


306 


E value 


5.0e-28 


Match length 


123 


% identity 


52 


NCBI Description 


(AC003105) putative receptor 


Seq. No. 


211435 


Seq. ID 


LIB3145-025-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gll72633 


BLAST score 


377 


E value 


2.0e-36 


Match length 


83 


% identity 


87 


NCBI Description 


PROLIFERA PROTEIN >gi 675491 



early^lethal phenotype; similar to MCM2/3/5 family, most 
similar to YBR1441 [Arabidopsis thaliana] 



Seq. No. 

'"Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211436 

LIB3145-025-Q1-K1-D4 

BLASTX 

g!732511 

291 

1.0e-26 

61 

90 

(U62742) Ran binding protein 1 
thaliana] 



homolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211437 

LIB3145-025-Q1-K1-D5 

BLASTX 

g4105772 

399 

4.0e-39 

81 

47 

(AF049917) PGP9B [Petunia x hybrida] 



29306 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211438 

LIB3145-025-Q1-K1-D6 

BLASTN 

g2264304 

68 

7.0e-30 

144 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBG8, complete sequence [Arabidopsis thaliana] 



Seq. No. 211439 

Seq. ID LIB3145-025-Q1-K1-D7 

Method BLASTX 

NCBI GI gl9611 

BLAST score 220 

E value 6.0e-18 

Match length 62 

%, identity 73 i 

NCBI Description (X13675) histone H3 (AA 1-123) [Medicago sativa] 

>gi_2916748_emb_CAA05554__ (AJ002555) histone H3 [Pisum 
v : sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211440 

LIB3145-025-Q1-K1-D8 

BLASTX 

g2642434 

418 

4.0e-41 

110 
73 

(AC002391) putative Rerl protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211441 

LIB3145-025-Q1-K1-E1 

BLASTX 

g4510364 

236 

8.0e-20 

101 

52 

(AC007017) hypothetical protein [Arabidopsis thaliana] 
211442 

LIB3145-025-Q1-K1-E11 

BLASTX 

g4559398 

213 

4.0e-17 

55 
71 

(AC006526) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 



Seq. No. 211443 

Seq. ID LIB3145-025-Q1-K1-E12 

Method BLASTX 



29307 



(D 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2529229 
368 

1.0e-35 

86 

86 

(AB007907) 6-phosphogluconate dehydrogenase [Glycine max] 
211444 

LIB3145-025-Q1-K1-E4 

BLASTX 

g730125 

526 

8.0e-54 

122 

81 

NAD PH- CYTOCHROME P450 REDUCTASE >gi_322739_pir S31502 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - Madagascar 

periwinkle >gi_18139_emb_CAA4 944 6_ (X69791) 

NADPH — ferrihemoprotein reductase [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211445 

LIB3145-025-Q1-K1-E7 

BLASTX 

g3309082 

215 

2.0e-17 
80 
56 

(AF076251) 
thaliana] 



calcineurin B-like protein 1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211446 

LIB3145-025-Q1-K1-E8 

BLASTX 

gl076746 

493 

7.0e-50 

119 

82 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

211447 

LIB3145-025-Q1-K1-E9 

BLASTX 

g3243274 

205 

3.0e-16 

52 
81 

(AF072134) TCP3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



211448 

LIB3145-025-Q1-K1-F3 

BLASTX 

gl220196 



29308 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



547 

3.0e-56 

115 

89 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
211449 

LIB3145-025-Q1-K1-F8 

BLASTX 

g4126473 

498 

2.0e-50 

137 

72 

(AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211450 

LIB3145-025-Q1-K1-G1 

BLASTX 

gl076269 

304 

5.0e-28 

98 

58 

pullulanase - spinach >gi_634 093_emb_CAA58803_ (X83969) 
pullulanase [Spinacia oleracea] 

211451 

LIB3145-025-Q1-K1-G10 

BLASTX 

g3080420 

380 

1.0e-36 

122 
65 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211452 

LIB3145-025-Q1-K1-G11 

BLASTX 

g2961377 

152 

4.0e-10 
49 
17 

(AL022141) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



211453 

LIB3145-025-Q1-K1-G2 

BLASTX 

g4580398 

218 

3.0e-20 
116 



29309 



% identity 

NCBI Description 



52 

(AC007171) 
thaliana] 



putative protein kinase APK1A [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211454 

LIB3145-025-Q1-K1-G4 

BLASTX 

g4539343 

488 

2.0e-49 

126 

75 

(AL035539) putative protein [Arabidopsis thaliana] 
211455 

LIB3145-025-Q1-K1-G7 

BLASTX 

g4006924 

388 

1.0e-37 

88 

78 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 

211456 

LIB3145-025-Q1-K1-G8 ~ ' 

BLASTX 

gl!73209 

568 

1.0e-58 

114 
98 

40S RIBOSOMAL PROTEIN S16 >gi_541835_pir 
protein S16 protein - upland cotton 
>gi_439654_ernb_CAA53567_ (X75954) RS16 protein, 
[Gossypium hirsutum] 



S41193 ribosomal 



4 OS subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211457 

LIB3145-025-Q1-K1-G9 

BLASTX 

g4049401 

160 

6.0e-ll 
48 
67 

(AJ131580) 
thaliana] 



glutathione transferase AtGST 10 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



211458 

LIB3145-025-Q1-K1-H1 

BLASTX 

gl33867 

362 

9.0e-35 

93 

78 



29310 



NCBI Description 40S RIBOSOMAL PROTEIN Sll >gi_82722_pir_S16577 ribosomal 
protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 

Seq. No. 211459 

Seq. ID LIB3145-025-Q1-K1-H11 

Method BLASTX 

■NCBI GI g2388564 

BLAST score 141 

E value 9.0e-09 

Match length 104 

% identity 38 

NCBI Description (AC000098) ESTs gb_AA042402 / gb_ATTS1380 come from thxs 
gene. [Arabidopsis thaliana] 

211460 

LIB3145-025-Q1-K1-H12 
BLASTX 
gl35406 
503 

3.0e-51 

98 
96 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir_A32712 tubulin 
alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubuXin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

Seq. No. 211461 

Seq. ID LIB3145-025-Q1-K1-H3 

Method BLASTX 

NCBI GI g462013 

BLAST score 380 

E value 9.0e-37 

Match length 85 

% identity 85 

NCBI Description ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_542022_pir S39558 HSP90 homolog - Madagascar 

periwinkle >gi_348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 211462 

Seq. ID LIB3145-025-Q1-K1-H5 

Method BLASTN 

NCBI GI g2804257 

BLAST score 45 

E value 3.0e-16 

Match length 125 

% identity 84 

NCBI Description Arabidopsis thaliana DNA for phosphoglycerate 
dehydrogenase, complete cds 



Seq. No. 211463 

Seq. ID LIB3145-025-Q1-K1-H8 

Method BLASTX 

NCBI GI g3309583 

BLAST score 561 



29311 



E value 
Match length 
% identity 
NCBI Description 



5.0e-58 

113 
96 

(AF073830) fructose- 6-phosphate 
2-kinase/fructose-2 / 6-bisphosphatase 



[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211464 

LIB3145-025-Q1-K1-H9 

BLASTX 

g927575 

341 

4.0e-32 

76 

75 

(U12926) alpha galactosidase [Glycine max] 
211465 

LIB3145-026-Q1-K1-A2 

BLASTX 

g!747294 

560 

7.0e-58 

117 

95 

(D45383) vacuolar H+- pyrophosphatase [Oryza sativa] 
211466 

LIB3145-026-Q1-K1-A3 

BLASTX 

g4033469 

152 

6.0e-10 

107 

12 

ARGININE/SERINE-RICH SPLICING FACTOR RSP41 
>gi_1707370_emb_CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



211467 

LIB3145-026-Q1-K1-A4 

BLASTX 

g3334138 

447 

1.0e-44 

134 

67 

CALNEXIN HOMOLOG PRECURSOR >gi_ 
[Glycine max] 

211468 

LIB3145-026-Q1-K1-A5 

BLASTX 

g4406809 

157 

1.0e-10 

48 

62 



669003 (U20502) calnexin 
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NCBI Description 


(AC006201) unknown protein [Arabidopsis thaliana] 


Seq. No. 


211469 


Seq. ID 


LIB3145-026-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3980413 


BLAST score 


174 


E value 


1.0e-12 


Match length 


38 


% identity 


92 


NCBI Description 


(AC004561) pumilio-like protein [Arabidopsis thaliana] 


Seq. No. 


211470 


Seq. ID 


LIB3145-026-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3135265 


BLAST score 


370 


E value 


2.0e-35 


Match length 


89 


% identity 


74 


NCBI Description 


(AC003058) unknown protein [Arabidopsis thaliana] 


Seq. No. 


211471 


Seq. ID 


LIB3145-026-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3913439 


BLAST score 


312 


E value 


1.0e-28 


Match length 


116 


% identity 


58 


NCBI Description 


S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 


(SAMDC) >gi 1498080 (U64927) S-adenosylmethionine 




decarboxylase [Ipomoea nil] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211472 

LIB3145-026-Q1-K1-B1 

BLASTX 

g2981475 

470 

3.0e-47 
109 
82 

(AF053084) 
domestica] 



putative cinnamyl alcohol dehydrogenase [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



211473 

LIB3145-026-Q1-K1-B3 

BLASTX 

g4510345 

227 

9.0e-19 

44 

86 

(AC006921) unknown protein [Arabidopsis thaliana] 
211474 

LIB3145-026-Q1-K1-B4 
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Method BLASTX 

NCBI GI g441457 

BLAST score 598 

E value 2.0e-62 

Match length 121 

% identity 98 

NCBI Description (X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

Seq. No. 211475 

Seq. ID LIB3145-026-Q1-K1-B7 

Method BLASTX 

NCBI GI g2827554 

BLAST score 424 

E value 8.0e-42 

Match length 109 

% identity 78 

NCBI Description (AL021635) putative DNA binding protein [Arabidopsis 
thaliana] 

Seq. No. 211476 

Seq. ID LIB3145-026-Q1-K1-C1 

Method BLASTX 

NCBI GI g2660677 

BLAST score 200 

E value 9.0e-16 

Match length 58 

% identity 62 

NCBI Description (AC002342) unknown protein [Arabidopsis thaliana] 
211477 

LIB3145-026-Q1-K1-C9 
BLASTX 
gl084415 
399 

7.0e-39 
119 
66 

RNA-binding protein - Wood tobacco >gi_624 925_dbj_BAA05170_ 
(D26182) RNA-binding glycine rich protein (RGP-2) 
[Nicotiana sylvestris] 

Seq. No. 211478 

Seq. ID LIB3145-026-Q1-K1-D1 

Method BLASTX 

NCBI GI g4235430 

BLAST score 408 

E value 4.0e-40 

Match length 105 

% identity 79 

NCBI Description (AF098458) latex-abundant protein [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 211479 

Seq. ID LIB3145-026-Q1-K1-D3 

Method BLASTX 

NCBI GI g3065835 

BLAST score 241 



29314 



E value 
Match length 
% identity 
NCBI Description 



2.0e-20 

117 

48 

(AF058800) putative methyltransf erase [Arabidopsis 
thaliana] 



DcLJ. 1 \\J . 


211480 




LIB314 5-026-O1-K1-D4 


Mpt"hnrJ 

lid L.11UU, 


BLASTX 


NPRT GI 


g4263787 




190 


E value 


2.0e-14 




89 


% identity 


62 


NCBI Description 


(AC006068) unknown protein [Arabidopsis thaliana] 




211481 




LIB3145-02 6-O1-K1-D6 




BLASTX 


vtpdt nj 




DT 7\ C T 1 Q pnro 


^ ^ r± 


Hi VaXUc 


1.0e-33 


Match length 


1 9 Pi 


% identity 


^7 


NCBI Description 


(Z97343) unnamed protein product [Arabidopsis thaliana] 


beg* lno. 


9 1 1 4R9 


beg. lu 




Method 


T2T 7VQTM 
Dj_Lrt.b 1 IN 




rr1 67312 
y i. u / — j -L ^ 


oiifibi score 




Cj Value 




Match lenath 


96 


% identity 


100 


NCBI Description 


Gossypium hirsutum vacuolar H+- ATPase catalytic subunit 




mRNA, complete cds 


Seg. No. 


211483 


Seg. ID 


LIB3145-026-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl!74592 


BLAST score 


718 


E value 


3.0e-76 


Match length 


141 



% identity 100 

NCBI Description TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulxn 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



211484 

LIB3145-026-Q1-K1-E2 

BLASTN 

g2275090 

152 

6.0e-80 

223 

96 



29315 



NCBI Description Swietenia humilis DNA for simple tandem repeat (341bp) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



211485 

LIB3145-026-Q1-K1-E3 

BLASTX 

gl888485 

494 

5.0e-50 

107 

86 

(Y11749) dihydroflavonol 4-reductase [Vitis vinrfera] 
211486 

LIB3145-026-Q1-K1-E4 

BLASTX 

g3128209 

543 

9.0e-56 

139 

43 

(AC004077) unknown protein [Arabidopsis thaliana] 
211487 

LIB3145-026-Q1-K1-E5 

BLASTX 

g924951 

331 

7.0e-31 

138 

46 

(U30324) class I chitinase [Theobroma cacao] 
211488 

LIB3145-026-Q1-K1-E8 

BLASTX 

g4063743 

208 

2.0e-16 

120 
54 

(AC005851) hypothetical protein [Arabidopsis thaliana] 
211489 

LIB3145-026-Q1-K1-E9 

BLASTX 

g2244734 

644 

1.0e-67 

130 

98 

(D88414) actin [Gossypium hirsutum] 
211490 

LIB3145-026-Q1-K1-F2 

BLASTX 

gl22087 

582 



29316 




2.0e-60 

136 

87 

HI STONE H3 >gi_81849_pir S04520 histone H3 (clone pH3c-l) 

- alfalfa >gi_82609_pir A26014 histone H3 - wheat 

>gi_19607_emb_CAA31964_ (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi_19609_emb_CAA31965_ (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi_217 97_emb_CAA25451_ 
(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 
histone H3.1 [Medicago sativa] >gi_2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 

211491 

LIB3145-026-Q1-K1-F3 

BLASTN 

g3123514 

42 

2.0e-14 

62 
92 

E.lagascae mRNA for Mago Nashi-like protein 



Seq. No. 


211492 


Seq. ID 


LIBoI4o-UZO-y±-i\l— r 4 


Method 


BLASTX 


NCBI GI 


g2213595 


BLAST score 


*D O A 

oZ4 


E value 


3. Oe-30 


Match length 


95 


% identity 


D ft 


NCBI Description 


(AC000348) T7N9.15 [Arabidopsis thaliana] 


Seq. No. 


211493 


Seq. ID 


LIB3145-026-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4314388 


BLAST score 


255 


E value 


5.0e-22 


Match length 


72 


% identity 


62 


NCBI Description 


(AC006232) hypothetical protein [Arabidopsis thaliana] 


Seq. No, 


211494 


Seq. ID 


LIB3145-026-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


gll99467 


BLAST score 


377 


E value 


3.0e-36 


Match length 


137 


% identity 


53 


NCBI Description 


(D64155) possible aldehyde decarbonylase [Arabidopsis 




thaliana] 


Seq. No. 


211495 


Seq. ID 


LIB3145-026-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl!99467 



29317 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390 

8.0e-38 

137 

55 

(D64155) possible aldehyde decarbonylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



211496 

LIB3145-026-Q1-K1-H3 

BLASTX 

g!710530 

577 

8.0e-60 

112 

90 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

211497 

LIB3145-027-Q1-K1-B1 

BLASTN 

gl200001 

35 

4.0e-10 

99 

84 

B.thuringiensis crylBa2 gene >gi_24 67598_gb_I42103_I42103 
Sequence 1 from patent US 

211498 

LIB3145-027-Q1-K1-B11 

BLASTX 

g!68695 

244 

1.0e-20 

102 

53 

(M16218) gamma zein [Zea mays] >gi__225315__prf_1211356A 
zein gamma [Zea mays] 

211499 

LIB3145-027-Q1-K1-C9 

BLASTX 

gl68695 

229 

2.0e-19 

58 

74 

(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 

zein gamma [Zea mays] 

211500 

LIB3145-027-Q1-K1-D10 

BLASTX 

g2668744 



29318 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



419 

3.0e-41 

78 
96 

(AF034946) ubiquitin conjugating enzyme [Zea mays] 
211501 

LIB3145-027-Q1-K1-E1 

BLASTX 

g4090435 

183 

4.0e-14 

72 
53 

(U63372) truncated CrylAc [synthetic construct] 



211502 

LIB3145-027-Q1-K1-F2 
BLASTX 
gl43126 
154 

5.0e-18 
83 
65 

(M73249) [Bacillus thuringiensis gene, complete CDS.], gene 
product [Bacillus thuringiensis] 

Seq. No. 211503 

Seq. ID LIB3145-027-Q1-K1-F5 

Method BLASTX 

NCBI GI g2414156 

BLAST score 465 

E value 1.0e-46 

Match length 138 

% identity 73 . 
NCBI Description (Y09787) delta-endotoxin [Bacillus thuringiensis] 

Seq. No. 211504 

Seq. ID LIB3145-027-Q1-K1-G1 

Method BLASTX 

NCBI GI g2414156 

BLAST score 718 

E value 3.0e-7 6 

Match length 141 

% identity 96 , 
NCBI Description (Y09787) delta-endotoxin [Bacillus thuringiensis] 

211505 

LIB3145-027-Q1-K1-G2 
BLASTX 
gll7543 
364 

1.0e-35 

108 
73 

130 KD CRYSTAL PROTEIN { DELTA ENDOTOXIN) { CRYSTAL INE 
ENTOMOCIDAL PROTOXIN) >gi„98531_pir A26513 parasporal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29319 



crystal protein - Bacillus thuringi'ensis (strain aizawai) 
>gi_143099 (M16463) insecticidal protein [Bacillus 
thuringiensis] 



Seq. No. 


211506 


Seq. ID 


LIB3145-027-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2414156 


BLAST score 


528 


E value 


5.0e-54 


Match length 


135 


% identity 


78 


NCBI Description 


(Y09787) delta-endotoxin [Bacillus thuringiensis] 


Seq. No. 


211507 


Seq. ID 


LIB3145-028-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g799177 


BLAST score 


273 


E value 


3.0e-24 


Match length 


118 


% identity 


25 


NCBI Description 


(U22055) 100 kDa coactivator [Homo sapiens] 


Seq. No. 


211508 


Seq. ID 


LIB3145-028-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3063696 


BLAST score 


245 


E value 


4.0e-21 


Match length 


82 


% identity 


66 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq. No. 


211509 


Seq. ID 


LIB3145-028-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4490308 


BLAST score 


194 


E value 


6.0e-15 


Match length 


61 


% identity 


64 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No. 


211510 


Seq. ID 


LIB3145-028-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3228664 


BLAST score 


375 


E value 


5.0e-36 


Match length 


141 


% identity 


53 


NCBI Description 


(AF069986) nitrilase and fragile histidine triad fus 




protein NitFhit [Caenorhabditis elegans] 


Seq. No. 


211511 


Seq. ID 


LIB3145-028-Q1-K1-B1 



29320 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(I 



BLASTX 

g3822225 

438 

2.0e-43 

144 

60 

(AF079183) 
thalianaj 



RING-H2 finger protein RHGla [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211512 

LIB3145-028-Q1-K1-B11 

BLASTX 

g2129538 

758 

6.0e-81 

144 

97 

AT103 protein - Arabidopsis thaliana >gi_1033195 
AT103 [Arabidopsis thaliana] 

211513 

LIB3145-028-Q1-K1-B8 

BLASTX 

gl946367 

218 

3.0e-18 

54 

78 

(U93215) unknown protein [Arabidopsis thaliana] 
211514 

LIB3145-028-Q1-K1-C10 

BLASTX 

g3608495 

495 

4.0e-50 

133 

77 

(AF089738) 
thaliana] 



(U38232) 



plastid division protein FtsZ [Arabidopsis 
>gi_4510351_gb_AAD21440.1_ (AC006921) plastid 



Seq. No. 
Seq. ID 



division protein FtsZ [Arabidopsis thaliana] 
211515 

LIB3145-028-Q1-K1-C11 

BLASTX 

g2811029 

153 

4.0e-10 

102 
37 

ACET YLORN I TH INE AMINOTRANSFERASE PRECURSOR (ACOAT) 
(ACETYLORNITHINE TRANSAMINASE) (AOTA) 
>gi_1944511_emb_CAA69936_ (Y08680) acetylornithine 
aminotransferase [Alnus glutinosa] 

211516 

LIB3145-028-Q1-K1-C2 



29321 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl707017 

174 

1.0e-12 

39 

79 

(U78721) RNA helicase isolog [Arabidopsis thaliana] 
211517 

LIB3145-028-Q1-K1-C3 

BLASTX 

gl778376 

501 

7.0e-51 

130 

72 

(U81288) PsRT17-l [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211518 

LIB3145-028-Q1-K1-C9 

BLASTN 

g2623911 

74 

2.0e-33 

100 

95 

Gossypium barbadense ATPase B subunit (atpB) and ribulose 
1, 5-bisphosphate carboxylase/oxygenase large subunit (rbcL) 
genes, chloroplast genes encoding chloroplast proteins, 
partial cds, and atpB-rbcL intergenic spacer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211519 

LIB3145-028-Q1-K1-D10 

BLASTX 

g4001803 

105 

5.0e-09 
43 
74 

(AF041474) 
(AB015907) 



BAF53a [Homo sapiens] >gi_4218064_dbj__BAA74577_ 
actin-related protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211520 

LIB3145-028-Q1-K1-D12 

BLASTX 

gl350548 

224 

2.0e-18 

65 
60 

(L47609) heat shock-like protein [Picea glauca] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



211521 

LIB3145-028-Q1-K1-D2 

BLASTX 

g4580389 

183 



29322 



# 



E value 
Match length 
% identity 
NCBI Description 



1.0e-13 

40 

80 

(AC007171) 



unknown protein [Arabidopsis thaliana] 



OeCJ. LN.U • 


211522 


oeq. ±u 


LIB3145-028 


Method 






a2924792 




155 


Hi V Ci -L Lit; 


1 . Oe-16 


M^1~ph 1 ^nrrth 


65 




71 


NCBI Description 


(AC002334) 


Seq. No. 


211523 


Seq. ID 


LIB3145-028 


Method 


BLASTX 


NCBI GI 


g4090884 


BLAST score 


280 


E value 


7.0e-25 


Match length 


87 


% identity 


80 


NCBI Description 


(AF025333) 



similar to synaptobrevin [Arabidopsis thaliana] 



-D5 



vesicle-associated membrane protein 7B; 



Seq. No. 211524 

Seq. ID LIB3145-028-Q1-K1-D7 

Method BLASTX 

NCBI GI g4163997 

BLAST score 284 

E value 1.0e-25 

Match length 94 

% identity 57 

NCBI Description (AF087483) alpha-xylosidase precursor [Arabidopsis 
thaliana] 



Seq. No. 211525 

Seq. ID LIB3145-028-Q1-K1-E2 

Method BLASTX 

NCBI GI gl709446 

BLAST score 616 

E value 3.0e-64 

Match length 135 

% identity 85 

NCBI Description PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA SUBUNIT 

PRECURSOR (PDHE1-A) >gi_2117533_pir JC4358 pyruvate 

dehydrogenase (lipoamide) (EC 1.2.4.1) complex El alpha 
chain - Arabidopsis thaliana mitochondrion >gi_710400 

(U21214) pyruvate dehydrogenase El alpha subunit 

[Arabidopsis thaliana] 



Seq. No. 211526 

Seq. ID LIB3145-028-Q1-K1-E4 

Method BLASTX 

NCBI GI g2982297 

BLAST score 456 



29323 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-45 

101 
89 

(AF051233) KIAAO 107 -like protein [Picea mariana] 
211527 

LIB3145-028-Q1-K1-F2 

BLASTX 

g3395435 

219 

7.0e-18 

115 

44 

(AC004683) myosin heavy chain-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211528 

LIB3145-028-Q1-K1-F5 

BLASTX 

gl747310 

167 

3.0e-12 

67 

52 

(D58424) Myb-like DNA binding protein [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211529 

LIB3145-028-Q1-K1-F6 

BLASTX 

g3128168 

400 

4.0e-39 

94 

74 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



211530 

LIB3145-028-Q1-K1-F7 

BLASTX 

g2738248 

267 

1.0e-23 

99 
60 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

211531 

LIB3145-028-Q1-K1-F9 

BLASTX 

gl29941 

530 

3.0e-54 

136 

68 



29324 



# • 

NCBI Description EXO POLYGALACTURONASE (EXOPG) (PECTINASE) (GALACTURAN 

1, 4-ALPHA-GALACTURONIDASE) >gi_82020_pir JQ0992 

polygalacturonase (EC 3.2.1.15) P22 - evening primrose 
>gi_256552_bbs_114659 polygalacturonase homolog {clone P22} 
[Oenothera organensis, pollen, Peptide, 362 aa] 



beg. jmo* 


91 1 R^? 


beg. id 


JjlJjJl'i J \Jc.O ivJ. ox 


Metho"d 


bli/ib 1A 






BLiAbl score 


i n q 


E value 


i . ue iz 


i v ia t.cn xciiy uii 




-s identity 


o y 


NCBI Description 


(Z49150) cobalamine-independent methionine synthase 


[Solenostemon scutellarioides] 


beg. no. 


91 1 


Seg. ID 


t th^1 4 ^ — 09 P— m — Pfl — fZ9 


Method 


iDljriO 1 A 


NCBI GI 


— OQ CA9 ^fi 


BLAST score 


i ci 


E value 


c Ho— 1 1 


Mat cn 1 engt n 


CO 


% identity 


60 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seg. No. 


zlioo4 


Seg. ID 


LIBJ14o-UZD-Ql-J\I-bo 


Method 


DT 21 CTY 


NCBI GI 


—.O O /I A Q ^ 1 

gzz44o4i 


BLAST score 




E value 


o . ue z d 


Match length 


87 


% identity 


67 


NCBI Description 


(Zi?/jj/) nypotneiiicax protein L-^raoiaopsis tiiciixcuici 


Seg. No. 


211535 


Seg. ID 


LIB3145-028-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl351135 


BLAST score 


545 


E value 


8.0e-64 


Match length 


138 


% identity 


86 


NCBI Description 


SUCROSE SYNTHASE (SUCROSE-UDP GLUCO S YLT RAN SFE RASE) 


>gi 4367 92 emb_CAA50317_ (X70990) sucrose synthase 




[Arabidopsis thaliana] 



Seg. No. 211536 

Seg. ID LIB3145-028-Q1-K1-G9 

Method BLASTX 

NCBI GI g3873807 

BLAST score 252 

E value 1.0e-21 

Match length 115 

% identity 50 



29325 



NCBI Description (Z49907) B0491.1 [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211537 

LIB3145-028-Q1-K1-H1 

BLASTN 

g4454587 

33 

5.0e-09 
107 
8 9 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211538 

LIB3145-028-Q1-K1-H10 

BLASTX 

g2815246 

218 

1.0e-17 

55 

71 

(X95709) class I type 2 metallothionein [Cicer arietinum] 
211539 

LIB3145-028-Q1-K1-H11 

BLASTX 

gll9354 

529 

4.0e-54 
113 
8 8 

ENOLASE { 2 - PHOS PHOGL YCERATE DEHYDRATASE) 

( 2 -PHOSPHO-D-GL YCERATE HYDRO-L YASE ) >gi_8 208 2j?i r JQ1 1 8 5 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi_19281_emb__CAA41115_ (X58108) enolase [Lycopersicon 
esculent urn] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211540 

LIB3145-028-Q1-K1-H3 

BLASTX 

gl430907 

200 

5.0e-16 

74 

55 

(Z49144) multidrug resistance-associated protein 2 
[Oryctolagus cuniculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211541 

LIB3145-028-Q1-K1-H5 

BLASTX 

g437327 

303 

4.0e-28 

77 

81 

(L04497) MYB A; putative [Gossypium hirsutum] 



29326 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211542 

LIB3145-028-Q1-K1-H6 

BLASTX 

g3337361 

337 

1.0e-31 

84 

71 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
211543 

LIB3145-028-Q1-K1-H7 

BLASTX 

gll9354 

230 

2.0e-40 

101 

76 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 

{ 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_82082_pir JQ1185 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi_19281_emb_CAA41115_ (X58108) enolase [Lycopersicon 
esculent urn] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211544 

LIB3145-028-Q1-K1-H9 

BLASTX 

gl076414 

457 

1.0e-45 

136 

65 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_757534_emb_CAA59963__ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 


211545 




Seq. ID 


LIB3145-029-Q1-K1-A11 




Method 


BLASTX 




NCBI GI 


gl350720 




BLAST score 


340 




E value 


5.0e-32 




Match length 


105 




% identity 


63 




NCBI Description 


60S RIBOSOMAL PROTEIN 


L32 


Seq. No. 


211546 




Seq. ID 


LIB3145-029-Q1-K1-A12 




Method 


BLASTX 




NCBI GI 


gll73223 




BLAST score 


338 




E value 


3.0e-32 




Match length 


70 




% identity 


90 




NCBI Description 


4 OS RIBOSOMAL PROTEIN 


Sll 



>gi_454848 (L28831) ribosomal 



protein Sll [Glycine max] 



29327 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211547 

LIB3145-029-Q1-K1-A3 

BLASTX 

gl350720 

186 

5.0e-14 

61 

62 

60S RIBOSOMAL PROTEIN L32 
211548 

LIB3145-029-Q1-K1-A5 

BLASTX 

gl589778 

369 

7.0e-58 

125 

83 

(U62135) SPINDLY [Arabidopsis thaliana] 
211549 

LIB3145-029-Q1-K1-A7 

BLASTX 

gl730108 

195 

1.0e-29 

113 

63 

LEUCOANTHOC YAN I DIN DIOXYGENASE (LDOX) (LEUCOANTHOCYANIDIN 

HYDROXYLASE) >gi_4 8 68 4 8_pir S36233 flavanone 3-hydroxylase 

homolog - garden petunia 



Seq. No. 


211550 


Seq. ID 


LIB3145-029-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2911058 


BLAST score 


98 


E value 


7.0e-ll 


Match length 


65 


% identity 


68 


NCBI Description 


(AL021961) putative protein [Arabidopsis 


Seq. No. 


211551 


Seq. ID 


LIB3145-029-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2738949 


BLAST score 


458 


E value 


7.0e-46 


Match length 


104 


% identity 


86 


NCBI Description 


(AF022213) cytosolic ascorbate peroxidas 




ananassa] 


Seq. No. 


211552 


Seq. ID 


LIB3145-029-Q1-K1-B2 


Method 


BLASTX 



29328 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3152587 
213 

2.0e-32 

88 

77 

(AC002986) Similar to CREB-binding protein homolog 
gb_U88570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W43427 comes from this gene. [Arabidopsis thaliana] 

211553 

LIB3145-029-Q1-K1-B3 

BLASTX 

g4510342 

151 

8.0e-23 

99 

65 

(AC006921) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211554 

LIB3145-029-Q1-K1-B9 

BLASTX 

g4106413 

251 

3.0e-29 

112 

57 

(AF082991) 
sativa] 



beta-D-glucosidase beta subunit precursor [Avena 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211555 

LIB3145-029-Q1-K1-C10 

BLASTX 

g4457221 

234 

7.0e-20 

82 

66 

(AF127797) putative bZIP DNA-binding protein [Capsicum 
chinense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211556 

LIB3145-029-Q1-K1-C4 

BLASTN 

gll30683 

252 

1.0e-140 

274 

99 

G.hirsutum gene for acetohydroxyacid synthase 



(2381 bp) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



211557 

LIB3145-029-Q1-K1-C9 

BLASTX 

g3142301 



29329 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310 

7.0e-29 

80 
71 

(AC002411) Contains similarity to neural cell adhesion 
molecule 2, large isoform precursor gb_M7 6710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb__Q05946. 
ESTs gb_N65081 gb_Z30910, gb_Z34190, gb_Z34611, gb_R30101, 
gb_H3630 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211558 

LIB3145-029-Q1-K1-D10 

BLASTX 

g3176668 

349 

2.0e-33 

75 

91 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb Z33937 come from this gene* [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211559 

LIB3145-029-Q1-K1-D2 

BLASTX 

gl30172 

212 

3.0e-44 

110 

86 

ALPHA-GLUCAN PHOSPHORYLASE, 
PHOSPHORYLASE L) >gi_168276 
[Ipomoea batatas] 



L ISOZYME PRECURSOR (STARCH 
(M64362) starch phosphorylase 



Seq. No. 
Seq. ID 



211560 

LIB3145-029-Q1-K1-D5 

BLASTX 

g2507281 

390 " ; 

3.0e-46 

100 

89 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_emb_CAA660^ 
(X97380) atran2 [Arabidopsis thaliana] 

211561 

LIB3145-029-Q1-K1-D6 

BLASTX 

gl370194 

353 

3.0e-52 

116 

93 

(Z73946) RAB8C [Lotus japonicus] 
211562 

LIB3145-029-Q1-K1-D8 



29330 



BLASTN 
g4539331 
35 

4.0e-10 
59 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22I13 
(ESSA project) 

Seq. No. 211563 

Seq. ID LIB3145-029-Q1-K1-D9 

Method BLASTX 

NCBI GI g3776005 

BLAST score 366 

E value 2.0e-35 

Match length 77 

% identity 95 

NCBI Description (AJ010466) RNA helicase [Arabidopsis thaliana] 

Seq. No. 211564 

Seq. ID LIB3145-029-Q1-K1-E2 

Method BLASTX 

NCBI GI g3004565 

BLAST score 325 

E value 3.0e-30 

Match length 139 

% identity 20 . . 

NCBI Description (AC003673) putative protein kinase [Arabidopsis thaliana] 

Seq. No. 211565 

Seq. ID LIB3145-029-Q1-K1-E8 

Method BLASTX 

NCBI GI g4049341 

BLAST score 173 

E value 1.0e-12 

Match length 80 

% identity 54 

NCBI Description (AL034567) putative protein [Arabidopsis thaliana] 

Seq. No. 211566 

Seq. ID LIB3145-029-Q1-K1-F11 

Method BLASTX 

NCBI GI g4455300 

BLAST score 152 

E value 3.0e-10 

Match length 29 

% identity 83 

NCBI Description (AL035528) putative pectate lyase All (fragment) 
[Arabidopsis thaliana] 

Seq. No. 211567 

Seq. ID LIB3145-029-Q1-K1-F2 

Method BLASTX 

NCBI GI g3452551 

BLAST score 175 

E value 5.0e-27 

Match length 96 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29331 



% identity 


61 


NCBI Description 


(AJ007743) cysteine proteinase precursor [Vicia sativa] 


Seq. No. 


211568 


Seq. ID 


LIB3145-029-Q1-K1-F4 


Method 


BLASTX 


KJp-DT (IT 
Vi\-rl-J X \3X 




BLAST score 


240 


E value 


2.0e-20 


Match length 


68 


% identity 


75 


NCBI Description 


(Y12576) histone H2B [Arabidopsis thaliana] 


Seq. No. 


211569 


Seq. ID 


LIB3145-029-Q1-K1-F7 


Method 


BLASTN 


KfpDT (IT 


y 4. x i o u 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


211570 


Seq. ID 


LIB3145-029-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g464985 


BLAST score 


167 


E value 


3.0e-12 


Match length 


32 


% identity 


100 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 8 (UBIQUITIN-PROTEIN 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIGASE 8) (UBIQUITIN CARRIER PROTEIN 8) (UBCAT4A) 
>gi_398699_emb_CAA78713_ (Z14989) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] 

211571 

LIB3145-029-Q1-K1-G3 

BLASTX 

g4033429 

153 

2.0e-19 

86 

63 

PYRUVATE KINASE (PK) >gi_2854033 (AF043910) pyruvate kinase 
[Eimeria tenella] 

211572 

LIB3145-029-Q1-K1-G6 

BLASTX 

gl30172 

373 

2.0e-55 

131 
83 

ALPHA-GLUCAN PHOSPHORYLASE, L ISOZYME PRECURSOR (STARCH 
PH0SPH0RYLASE L) >gi_168276 (M64362) starch phosphorylase 



29332 



0 



[Ipomoea batatas] 



Seq. No, 


211573 


Seq. ID 


LIB3145-029-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g228210 


BLAST score 


142 


E value 


4.0e-09 


Match length 


68 


% identity 


47 


NCBI Description 


granule-bound starch synthase 


Seq. No. 


211574 


Seq. ID 


LIB3145-029-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4098129 


BLAST score 


337 


E value 


3,0e-32 


Match length 


67 


% identity 


97 


NCBI Description 


(U73588) sucrose synthase [Go 


Seq. No. 


211575 


Seq. ID 


LIB3145-029-O1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4325342 


BLAST score 


358 


E value 


5.0e-40 


Match length 


123 


% identity 


75 


NCBI Description 


(AF128393) No definition line 


Seq. No. 


211576 


Seq. ID 


LIB3145-029-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl36644 


BLAST score 


154 


E value 


4.0e-10 


Match length 


32 


% identity 


91 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_1007 65_pir A34506 

23K ubiquitin carrier protein E2 - wheat >gi_170782 
(M28059) ubiquitin carrier protein [Triticum vulgare] 

211577 

LIB3145-030-Q1-K1-A1 

BLASTX 

gl781348 

551 

7.0e-57 

110 

96 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No* 



211578 



29333 



Seq. ID 


LIB3145-030-Q1-K1-A12 


Method 


BLASTX 




a3461820 


BLAST score 


243 


E value 


1.0e-20 


Match length 


80 


% identity 


57 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 


Seq. No. 


211579 


Seq. ID 


LIB3145-030-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g421929 


.u/i-XO.tJ' A o^^xc 


254 


E value 


6.0e-31 


Match length 


108 


% identity 


11 


NCBI Description 


ubiquitin - tomato >gi_312160_emb_CAA51679_ (X73156) 




ubiquitin [Lycopersicon esculentum] 


Seq. No. 


211580 


Seq. ID 


LIB3145-030-Q1-K1-A4 


Method 


BLASTN 


NPRT (IT 




BLAST score 


37 


E value 


2.0e-ll 


Match length 


39 


% identity 


39 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


211581 


Seq. ID 


LIB3145-030-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4510363 


"RT Z\ Q T 1 ci r -1 o >~o 


*i O *± 


E value 


4.0e-43 


Match length 


91 


% identity 


90 


NCBI Description 


(AC007017) putative DNA-binding protein [Arabidopsis 




thaliana] 


Seq. No. 


211582 


Seq. ID 


LIB3145-030-Q1-K1-B5 


Method 


BLASTX 


WPRT (IT 


y *j *j *j v 


BLAST score 


239 


E value 


2.0e-20 


Match length 


88 


1 identity 


52 


NCBI Description 


(L27101) pectinesterase [Petunia inflata] 


Seq. No. 


211583 


Seq. ID 


LIB3145-030-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gll36793 


BLAST score 


609 


E value 


2.0e-63 



29334 



Match length 


140 


% identity 


80 


NCBI Description 


(X91486) PMSR protein [Brassica napusj 


Seq. No. 


211584 


Seq. ID 


LIB3145-030-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g45l0339 


BLAST score 


531 


E value 


2.0e-54 


Match length 


125 


% identity 


41 


NCBI Description 


(AC006921) putative ABC transporter protein [Arab. 




thaliana] 


Seq. No. 


211585 


Seq* ID 


LIB3145-030-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl854386 


BLAST score 


513 


E value 


3.0e-52 


Match length 


132 


% identity 


73 


NCBI Description 


(AB001375) similar to soluble NSF attachment prot< 




vinifera] 


Seq. No. 


211586 


Seq. ID 


LIB3145-030-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4490737 


BLAST score 


353 


E value 


2.0e-33 


Match length 


100 


% identity 


43 


NCBI Description 


(AL035708) putative protein [Arabidopsis thaliana 


Seq. No, 


211587 


Seq. ID 


LIB3145-030-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g542020 


BLAST score 


579 


E value 


5. Oe-60 


Match length 


134 


% identity 


81 


NCBI Description 


sucrose transport protein - castor bean 




>gi_4 68562_emb_CAA83436_ (Z31561J sucrose carrier 




communis] 


Seq. No. 


211588 


Seq. ID 


LIB3145-030-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2739375 


BLAST score 


220 


E value 


6.0e-18 


Match length 


99 


% identity 


55 


NCBI Description 


(AC002505) unknown protein [Arabidopsis thaliana] 



[Vitis 



[Ricinus 



29335 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211589 

LIB3145-030-Q1-K1-C5 

BLASTX 

g2252871 

209 

7.0e-17 

72 
60 

(AF013294) No definition line found [Arabidopsis thaliana] 
211590 

LIB3145-030-Q1-K1-C6 

BLASTX 

g2507421 

355 

7.0e-34 

73 

90 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4490709_emb_CAB38843 . 1_ (ALQ35680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211591 

LIB3145-030-Q1-K1-C7 

BLASTX 

g3242077 

222 

3.0e-18 

95 

52 

(AJ003119) protein phosphatase 2C [Arabidopsis thaliana] 
211592 

LIB3145-030-Q1-K1-C9 

BLASTX 

g4337175 

263 

5.0e-23 

92 

60 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb~R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

211593 

LIB3145-030-Q1-K1-D1 

BLASTX 

g4538911 

287 

9.0e-26 

134 

46 

(AL049482) hypothetical protein [Arabidopsis thaliana] 



29336 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211594 

LIB3145-030-Q1-K1-D11 

BLASTX 

gl!5492 

692 

3.0e-73 

135 

58 

CALMODULIN- RELATED PROTEIN >gi_169205 (M80831] 
calmodulin-related protein [Petunia hybrida] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211595 

LIB3145-030-Q1-K1-D6 

BLASTX 

g2618686 

343 

2.0e-32 

127 

53 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
211596 

LIB3145-030-Q1-K1-E10 

BLASTX 

g3201632 

324 

4.0e-30 

131 

47 

(AC004669) putative 2A6 protein [Arabidopsis thaliana] 
211597 

LIB3145-030-Q1-K1-E12 

BLASTX 

g!345787 

434 

4.0e-43 

97 

82 

CHALCONE SYNTHASE 2 ( NARINGEN IN-CHALCONE SYNTHASE 2) 
>gi_567937_dbj_BAA05641_ (D26594) chalcone synthase 
[Camellia sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211598 

LIB3145-030-Q1-K1-E3 

BLASTX 

g2738949 

499 

1.0e-50 

109 

86 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



Seq. No. 
Seq. ID 
Method 



211599 

LIB3145-030-Q1-K1-E5 
BLASTX 



29337 



NCBI GI g2335106 

BLAST score 287 

E value 6.0e-26 

Match length 98 

% identity 24 

NCBI Description (AC002339) salt inducible protein-like [Arabidopsis 
thaliana] 

Seq. No. 211600 

Seq. ID LIB3145-030-Q1-K1-E7 

Method BLASTX 

NCBI GI g3786004 

BLAST score 428 

E value 3.0e-42 

Match length 105 

% identity 75 . 
NCBI Description (AC005499) hypothetical protein [Arabidopsis thaliana] 

Seq. No, 211601 

Seq. ID LIB3145-030-Q1-K1-F3 

Method BLASTX 

NCBI GI g553107 

BLAST score 364 

E value 8.0e-35 

Match length 108 

% identity 67 

NCBI Description (L04967) triosephosphate isomerase [Oryza sativa] 

Seq. No. 211602 

Seq. ID LIB3145-030-Q1-K1-F4 

Method BLASTX 

NCBI GI gl351279 

BLAST score 120 

E value 2.0e-13 

Match length 71 

% identity 64 

NCBI Description TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590_emb__CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 

Seq. No. 211603 

Seq. ID LIB3145-030-Q1-K1-F6 

Method BLASTX 

NCBI GI g4432857 

BLAST score 147 

E value 2.0e-09 

Match length 56 

% identity 52 

NCBI Description (AC006300) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 211604 

Seq. ID LIB3145-030-Q1-K1-F9 

Method BLASTX 

NCBI GI g3157934 

BLAST score 159 

E value 8.0e-ll 

Match length 35 



29338 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

(AC002131) Similar to hypothetical protein F09E5.8 
gb_U37429 from C. elegans. ESTs gb_T42019 and gb_N97000 
come from this gene. [Arabidopsis thaliana] 

211605 

LIB3145-030-Q1-K1-G1 

BLASTX 

g3834316 

291 

2.0e-26 
103 

(AC005679) Similar to gb_X16648 pathogenesis related 
protein from Hordeum vulgare. EST gb_Z18206 comes from 
this gene. [Arabidopsis thaliana] 

211606 

LIB3145-030-Q1-K1-G10 

BLASTX 

g3600054 

412 

2.0e-40 

133 

54 

(AF080120) No definition line found [Arabidopsis thaliana] 
211607 

LIB3145-030-Q1-K1-G3 

BLASTX 

g4490747 

386 

1.0e-37 

104 

74 

(AL035708) DnaJ-like protein [Arabidopsis thaliana] 
211608 

LIB3145-030-Q1-K1-G7 

BLASTX 

g2879811 

197 

2.0e-15 

41 

98 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
211609 

LIB3145-030-Q1-K1-H7 

BLASTN 

g2687434 

341 

0.0e+00 

403 

96 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 



29339 



Seq. No. 


211610 


Seq. ID 


LIB3145-030-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2760326 


BLAST score 


228 


E value 


6.0e-19 


Match length 


123 


% identity 


43 


NCBI Description 


(AC002130) F1N21.11 [Arabidops. 


Seq. No. 


211611 


Seq. ID 


LIB3145-030-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl840425 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


44 


% identity 


68 


NCBI Description 


(U36586) alcohol dehydrogenase 


Seq. No. 


211612 


Seq. ID 


LIB3145-031-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl408471 


BLAST score 


535 


E value 


8.0e-55 


Match length 


120 


% identity 


82 


NCBI Description 


(U48938) actin depolymerizing 



[Vitis vinifera] 



thaliana] >gi_3851707 (AF102173) 
factor 1 [Arabidopsis thaliana] 



:tor 1 [Arabidopsis 
actin depolymerizing 



Seq. No. 


211613 


Seq. ID 


LIB3145-031-Q1-K1 


Method 


BLASTX 


NCBI GI 


g4098129 


BLAST score 


331 


E value 


2.0e-31 


Match length 


64 


% identity 


95 


NCBI Description 


(U73588) sucrose 


Seq. No. 


211614 


Seq. ID 


LIB3145-031-Q1-K1 


Method 


BLASTX 


NCBI GI 


g2245113 


BLAST score 


251 


E value 


2.0e-21 


Match length 


133 


% identity 


43 


NCBI Description 


(Z97343) glycerol 




thaliana] 


Seq. No. 


211615 


Seq. ID 


LIB3145-031-Q1-K1 


Method 


BLASTX 



-3-phosphate permease homolog [Arabidops 



29340 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl36636 
401 

4.0e-39 

75 
96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBI QUI TIN- PROTEIN 
LIGASE 1} (UBIQUITIN CARRIER PROTEIN 1) 

>gi 1076424j>ir S43781 ubiquit in-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_4425 94_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6. 3 . 2 . 19) >gi_29818 94_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211616 

LIB3145-031-Q1-K1-A5 

BLASTX 

gl36057 

472 

2.0e-47 

123 

76 

TRIOSE PHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211617 

LIB3145-031-Q1-K1-A6 

BLASTX 

gl00226 

359 

3.0e-34 

141 

51 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 211618 

Seq. ID LIB3145-031-Q1-K1-A7 

Method BLASTX 

NCBI GI g2369766 

BLAST score 696 

E value 1.0e-73 

Match length 133 

% identity 95 t 
NCBI Description (AJ001304) hypothetical protein [Citrus x paradisi] 

Seq. No. 211619 

Seq. ID LIB3145-031-Q1-K1-A8 

Method BLASTX 

NCBI GI g2245070 

BLAST score 481 

E value 2.0e-48 



29341 



# • 



Match length 


140 


% identity 


66 


NCBI Description 


(Z97342) hypothetical protein [Arabidopsis thaliana] 


Seq* No. 


211620 


Seq. ID 


LIB3145-031-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3355626 


BLAST score 


532 


E value 


2.0e-54 


Match length 


120 


% identity 


82 


NCBI Description 


(Y09204) histidinol-phosphate aminotransferase [Nicotiana 




tabacum] 


Seq. No. 


211621 


Seq. ID 


LIB3145-031-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


al905785 


BLAST score 


157 


E value 


1.0e-10 


Match length 


143 


% identity 


34 


NCBI Description 


(Y10685) G/HBF-1 [Glycine max] 


Seq. No. 


211622 


Seq* ID 


LIB3145-031-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2842757 


BLAST score 


220 


E value 


7.0e-18 


Match length 


144 


% identity 


47 


NCBI Description 


LIGHT-INDUCIBLE PROTEIN CPRF-2 >gi _1806261_emb_CAA41453_ 




(X58577) DNA-binding protein; bZIP type [Petroselinum 




crispum] 


Seq. No. 


211623 


Seq. ID 


LIB3145-031-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3702327 


BLAST score 


382 


E value 


' 7.0e-37 


Match length 


97 


% identity 


72 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 


Seq. No. 


211624 


Seq. ID 


LIB3145-031-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3461835 


BLAST score 


171 


E value 


4.0e-12 


Match length 


48 


% identity 


67 


NCBI Description 


(AC005315) putative protein kinase [Arabidopsis thaliana] 



>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 



29342 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211625 

LIB3145-031-Q1-K1-B8 

BLASTX 

g2224933 

271 

7.0e-24 
80 

(AF004216) ethylene-insensitive3 [Arabidopsis thalxana] ^ 
>gi 2224935 (AF004217) ethylene-insensitive3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211626 

LIB3145-031-Q1-K1-B9 

BLASTX 

g4559358 

355 

8.0e-34 
84 
80 

(AC006585) 
thaliana] 



putative steroid binding protein [Arabidopsis 



Seq. No. 


211627 


Seq. ID 


LIB3145-031- 


Method 


BLASTX 


NCBI GI 


g4150974 


BLAST score 


347 


E value 


5.0e-33 


Match length 


92 


% identity 


68 


NCBI Description 


(AJ224331) 


Seq. No. 


211628 


Seq. ID 


LIB3145-031 


Method 


BLASTX 


NCBI GI 


g3901014 


BLAST score 


234 


E value 


1.0e-19 


Match length 


55 


% identity 


76 


NCBI Description 


(AJ130886) 




sylvatica] 



cystatin [Castanea sativa] 



metallothionein-like protein class II [Fagus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211629 

LIB3145-031-Q1-K1-C7 

BLASTX 

g3193292 

484 

8.0e-49 

139 

65 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 



29343 



# 



beq. wo. 


211630 


oeq. iu 


LTB3145-031- 


Method 


BLASTX 


NCBI GI 


g3264767 


oLAoi score 


^ -? X 


E value 




Match length 




s identity 


50 


NCBI Description 




beq. jno . 




beq. ±u 


LIB3145-031 


Mat 1 r\H 


BLASTX 


NCBI GI 


g2264369 


BLAST score 


187 


E value 


5.0e-14 


Match length 


143 


% identity 


33 


NCBI Description 


(AC002354) 



-C8 



AP2 domain containing protein [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211632 

LIB3145-031-Q1-K1- 

BLASTX 

g586797 

173 

2.0e-12 

107 

33 

HYPOTHETICAL 59.1 



■D2 



KD PROTEIN ZK637.1 IN CHROMOSOME III 



211633 

LIB3145-031-Q1-K1-D5 

BLASTX 

g531829 

156 

2.0e-10 

78 
42 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

211634 

LIB3145-031-Q1-K1-D6 

BLASTX 

g3821280 

385 

9.0e-38 

76 

93 

(AJ009952) asparagine synthetase type II [Phaseolus 
vulgaris] 



Seq. No. 
Seq. ID 
Method 



211635 

LIB3145-031-Q1-K1-D8 
BLASTX 



29344 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl707015 
255 

5.0e-22 

59 

92 

(U78721) protein phosphatase 2C isolog [Arabidopsis 
thaliana] 

211636 

LIB3145-031-Q1-K1-E1 

BLASTX 

g3377797 

501 

8.0e-51 

125 

78 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No, 


211637 


Seq. ID 


LIB3145-031-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3341694 


BLAST score 


591 


E value 


2.0e-61 


Match length 


140 


% identity 


81 


NCBI Description 


(AC003672) PREG-like protein 


Seq. No. 


211638 


Seq. ID 


LIB3145-031-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl!70747 


BLAST score 


222 


E value 


2.0e-18 


Match length 


47 


% identity 


96 


NCBI Description 


LATE EMBRYOGENE SIS ABUNDANT 




(M88324) late embryogenesis- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis -abundant protein [Gossypium hirsutum] 

211639 

LIB3145-031-Q1-K1-E5 

BLASTN 

gl053062 

52 

3.0e-20 

84 

90 

Solanum lycopersicum small GTP-binding protein (LeRablA) 
mRNA, complete cds 



Seq. No. 



211640 



29345 



Sect. ID 


LIB3145-031-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2213600 


BLAST score 


187 


E value 


5.0e-14 


Match length 


49 


% identity 


65 


NCBI Description 


(AC000348) T7N9.20 [Arabidopsis thaliana] 


Seq. No. 


211641 


Seq. ID 


LIB3145-031-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2979553 


BLAST score 


212 


E value 


6.0e-17 


Match length 


113 


% identity 


42 


NCBI Description 


(AC003680) hypothetical protein [Arabidopsis 


Seq. No. 


211642 


Seq. ID 


LIB3145-031-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2529686 


BLAST score 


250 


E value 


2.0e-21 


Match length 


95 


% identity 


52 


NCBI Description 


(AC002535) putative G-beta-repeat containing 



partial [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211643 

LIB3145-031-Q1-K1-F3 

BLASTX 

gl28592 

316 

4.0e-29 

93 

63 

POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 

>gi_82190jpir S22495 pollen-specific protein precursor 

common tobacco >gi_19902_emb_CAA43454__ (X6114 6) pollen 
specific protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211644 

LIB3145-031-Q1-K1-F5 

BLASTX 

g4263791 

317 

3.0e-29 

117 

57 

(AC006068) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



211645 

LIB3145-031-Q1-K1-F8 
BLASTX 



29346 



NCBI GI 


g3327957 


BLAST score 


155 


E value 


3.0e-10 


Match length 


52 


% identity 


54 


NCBI Description 


(AF060490) TLS-associated protein TASR-2 [Mus 




>gi_3327976 (AF067730) TLS-associated protein 




sapiens] 


Seq. No. 


211646 


Seq. ID 


LIB3145-031-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl916292 


BLAST score 


188 


E value 


4.0e-14 


Match length 


94 


% identity 


41 


NCBI Description 


(U89793) allergen Amb a VI [Ambrosia artemisr 


Seq. No. 


211647 


Seq. ID 


LIB3145-031-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3182981 


BLAST score 


271 


E value 


6.0e-24 


Match length 


72 


% identity 


75 


NCBI Description 


CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_ 




(D86494) diminuto [Pisum sativum] 


Seq. No* 


211648 


Seq. ID 


LIB314 5-031-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g218157 


BLAST score 


368 


E value 


2.0e-54 


Match length 


134 


% identity 


85 


NCBI Description 


(D13512) cytoplasmic aldolase [Oryza sativa] 


Seq. No. 


211649 


Seq. ID 


LIB3145-031-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g!729927 


BLAST score 


152 


E value 


2.0e-10 


Match length 


57 


% identity 


49 


NCBI Description 


QUEUINE TRNA-RIBOSYLTRANSFERASE (TRNA-GUANINE 



[Homo 



TRANSGLYCOS YLASE ) (GUANINE INSERTION ENZYME) >gi_940182 
(U30888) tRNA-Guanine Transglycosylase [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



211650 

LIB3145-031-Q1-K1-G3 

BLASTX 

g267069 

611 



29347 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-63 

113 

98 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_l 66 91 4 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



211651 

LIB3145-031-Q1-K1-G4 

BLASTX 

gll70567 

358 

2.0e-34 

88 

82 

MY0-IN0SIT0L-1-PH0SPHATE SYNTHASE (IPS) 

>gi 1085960_pir S52648 INOl protein - 

>gi 602565_emb_CAA83565_ (Z32632) INOl 



Citrus paradisi 
[Citrus x paradisi 



Seq. No. 
Seq. ID 



211652 

LIB3145-031-Q1-K1-G5 

BLASTX 

g2253583 

220 

7.0e-18 

84 

61 

(U78721) hypothetical protein [Arabidopsis thaliana] 
211653 

LIB3145-031-Q1-K1-G7 

BLASTN 

g3449334 

56 

1.0e-22 

140 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone 
MYH9, complete sequence [Arabidopsis thaliana] 

211654 

LIB3145-031-Q1-K1-G8 

BLASTX 

gl351271 

557 

2.0e-57 
133 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase {EC 

5.371.1) precursor, chloroplast - spinach >gi_806312 

(L36387) triosephosphate isomerase, chloroplast isozyme 

[Spinacia oleracea] 

211655 

LIB3145-031-Q1-K1-H1 



29348 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2959370 

225 

2.0e-18 

96 

(AL022117) hypothetical protein [Schizosaccharomyces pomoej 
211656 

LIB3145-031-Q1-K1-H5 

BLASTX 

gl702986 

509 

9.0e-52 

130 

83 

14-3-3-LIKE PROTEIN GF14 CHI >gi_1255987 (U09377) GF14chi 
isoform [Arabidopsis thaliana] >gi_1256534 (L09112) GF14 
chi chain [Arabidopsis thaliana] 

211657 

LIB3145-031-Q1-K1-H8 

BLASTX 

g461942 

358 

3.0e-34 

119 

60 

DNAJ PROTEIN HOMOLOG 1 (DNAJ-1) >gi_47 9277_pir S33312 dnaJ 

protein - leek (fragment) >gi_16087_emb_CAA4 9211_ (X69436) 
DNA J protein [Allium porrum] >gi_447267_prf_1914140A DnaJ 
protein [Allium porrum] 

211658 

LIB3145-032-Q1-K1-A6 

BLASTX 

g505100 

240 

2.0e-20 

77 

58 

(D31886) KIAA0066 [Homo sapiens] 
211659 

LIB3145-032-Q1-K1-A7 

BLASTN 

gl217627 

102 

1.0e-50 

113 

98 

G.hinsutum mRNA for stearoyl-acyl-carrier protein 
desaturase 



Seq. No. 
Seq. ID 
Method 



211660 

LIB3145-032-Q1-K1-B11 
BLASTX 



29349 



NCBI GI g320596 

BLAST score 314 

E value 5.0e-29 

Match length 76 

% identity 86 

NCBI Description floral binding protein 2 - garden petunia 

Seq. No. 211661 

Seq. ID LIB3145-032-Q1-K1-B12 

Method BLASTX 

NCBI GI g3746940 

BLAST score 408 

E value 3.0e-40 

Match length 90 

% identity 91 

NCBI Description (AF091810) actin 3 [Anemia phyllitidis] 

Seq. No. 211662 

Seq. ID LIB3145-032-Q1-K1-B6 

Method BLASTX 

NCBI GI g2695925 

BLAST score 206 

E value 2.0e-16 

Match length 48 

% identity 77 

NCBI Description (AJ222776) hypothetical protein [Hordeum vulgare] 

Seq. No. 211663 

Seq. ID LIB3145-032-Q1-K1-B8 

Method BLASTX 

NCBI GI g4115377 

BLAST score 430 

E value 1.0e-42 

Match length 104 

% identity 78 

NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 

Seq. No. 211664 

Seq. ID LIB3145-032-Q1-K1-B9 

Method BLASTX 

NCBI GI g4580461 

BLAST score 357 

E value 5.0e-34 

Match length 122 

% identity 48 

NCBI Description (AC006081) unknown protein [Arabidopsis thaliana] 

Seq. No. 211665 

Seq. ID LIB3145-032-Q1-K1-C11 

Method BLASTX 

NCBI GI g3142297 

BLAST score 356 

E value 6.0e-34 

Match length 111 

% identity 64 

NCBI Description (AC002411) Contains similarity to serine/threonine protein 
phosphatase gb_X83099 from S. cerevisiae. [Arabidopsis 



29350 



thaliana] 



beq. NO* 


£±± bbb 


Seq. ID 


LIB3145-032-Q1-K1-C3 


Method 


oLAb 1 A 


NCBI GI 


g3122070 


BLAST score 


160 


E value 


5 . Oe-11 


Match length 


93 


% identity 


34 


NCBI Description 


fit a\i/^ ti fn t Alii 1-171 i^im/~\T*i "1 tat tvTT "t\ 0 / T" 1 T" t 

ELONGATION FACTOR 1 -ALPHA z (EF- 




(U26267) translation elongation 




crassus] 


Seq. No. 


211667 


Seq. ID 


LIB3145-032-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3056595 


BLAST score 


251 


E value 


1 . Oe-21 


Match length 


62 


% identity 


82 


NCBI Description 


(AC004255) T1F9.16 [Arabidopsis 


Seq. No. 


211668 


Seq. ID 


LIB3145-032-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3540196 


BLAST score 


439 


E value 


1. Oe-43 


Match length 


115 


% identity 


64 


NCBI Description 


(AC004260) Putative amp-binding 




thaliana] 


Seq. No. 


211669 


Seq. ID 


LIB3145-032-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g224293 


BLAST score 


392 


E value 


4.0e-38 


Match length 


83 


% identity 


94 


NCBI Description 


histone H4 [Triticum aestivum] 


Seq. No. 


211670 


Seq. ID 


LIB3145-032-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3522943 


BLAST score 


165 


E value 


5.0e-17 


Match length 


108 


% identity 


17 


NCBI Description 


(AC004411) putative p-glycoprot 


Seq. No. 


211671 


Seq. ID 


LIB3145-032-Q1-K1-D2 



>gi_886061 



29351 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3687243 

245 

6.0e-21 

61 

79 

(AC005169) 
thaliana] 



putative ribosomal protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



211672 

LIB3145-032-Q1-K1-D8 

BLASTX 

g3901014 

214 

2.0e-17 

53 

66 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

211673 

LIB3145-032-Q1-K1-E10 

BLASTX 

g4090259 

180 

3.0e-13 

46 

72 

(AJ131733) ubiquitin-conjugating enzyme E2 [Pseudotsuga 
menziesii] 

211674 

LIB3145-032-Q1-K1-E11 

BLASTX 

g3746059 

290 

8.0e-30 

109 

67 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_J 4 32 8 12_gb_AAD20 6 62_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

211675 

LIB3145-032-Q1-K1-E8 

BLASTX 

g542200 

361 

1.0e-34 

110 

55 

hypothetical protein - garden asparagus 
>gi_452714_emb_CAA54526_ (X77320) unknown 
officinalis] 

211676 

LIB3145-032-Q1-K1-E9 



[Asparagus 



29352 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3912988 

468 

4.0e-47 

105 
90 

FLORAL HOMEOTIC PROTEIN AGL9 >gi_2345158 (AF015552) AGL9 
[Arabidopsis thaliana] >gi_2829878 (AC002396) AGL9 
[Arabidopsis thaliana] 

211677 

LIB3145-032-Q1-K1-F2 

BLASTX 

g2827641 

205 

3.0e-16 

97 

43 

(AL021636) Cytochrome P450-like protein [Arabidopsxs 
thaliana] 

211678 

LIB3145-032-Q1-K1-F3 

BLASTN 

g3821780 

33 

4.0e-09 

33 

58 

Xenopus laevis cDNA clone 27A6-1 
211679 

LIB3145-032-Q1-K1-F7 

BLASTX 

gl220196 

526 

7.0e-54 

117 

81 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
211680 

LIB3145-032-Q1-K1-F9 

BLASTX 

g4510342 

465 

8.0e-47 

102 

83 

(AC006921) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

211681 

LIB3145-032-Q1-K1-G2 

BLASTX 

g3281853 

336 



29353 



II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-31 

104 
70 

(AL031004) putative protein [Arabidopsis thaliana] 
211682 

LIB3145-032-Q1-K1-G9 

BLASTX 

g4263695 

197 

2.0e-15 

103 

9 

(AC006223) putative myosin II heavy chain [Arabidopsis 
thaliana] 

211683 

LIB3145-032-Q1-K1-H2 

BLASTX 

g2244749 

389 

6.0e-38 

98 

79 

(Z97335) hydroxymethyltransferase [Arabidopsis thaliana] 
211684 

LIB3145-032-Q1-K1-H4 

BLASTX 

g3264769 

378 

4.0e-51 

123 

56 

(AF071894) late embryogenesis-like protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211685 

LIB3145-032-Q1-K1-H5 

BLASTX 

g3810596 

97 

3.0e-10 

114 
35 

(AC005398) 
thaliana] 



reverse-transcriptase-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211686 

LIB3145-032-Q1-K1-H9 

BLASTX 

g3668089 

174 

1.0e-12 

71 
45 

(AC004667) unknown protein [Arabidopsis thaliana] 



29354 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211687 

LIB3145-033-Q1-K1-A1 

BLASTX 

gl420887 

148 

2.0e-09 

65 

43 

(U34334) non-specific lipid transfer-like protein 
[Phaseolus vulgaris] 

211688 

LIB3145-033-Q1-K1-A8 

BLASTX 

g4417271 

654 

8.0e-69 

132 

89 

(AC007019) putative cellulose synthase catalytic subumt 
[Arabidopsis thaliana] 

211689 

LIB3145-033-Q1-K1-B10 

BLASTX 

g2506275 

331 

5.0e-31 

94 

69 

MITOCHONDRIAL CHAPERONIN HSP60-1 PRECURSOR 



211690 

LIB3145-033-Q1-K1-B3 

BLASTX 

g2511586 

458 

6.0e-46 

97 

89 

(Y13182) multicatalytic endopeptidase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211691 

LIB3145-033-Q1-K1-B8 

BLASTX 

g3513727 

203 

6.0e-16 

55 

73 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358__emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 



29355 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211692 

LIB3145-033-Q1-K1-C1 

BLASTX 

gl477428 

466 

8.0e-47 

90 

94 

(X99623) alpha-tubulin 



1 [Hordeum vulgare] 



211693 

LIB3145-033-Q1-K1-C10 

BLASTX 

g829290 

236 

6.0e-20 

90 

59 

(X14315) chalcone synthase [Sinapis alba] 

>gi_22 68 6 9_prf 1609233B chalcone synthase 1 [Sinapis alba] 

211694 

LIB3145-033-Q1-K1-C11 

BLASTX 

g4096662 

408 

4.0e-40 

89 

91 

(U35026) 
hybrida] 



Rabl-like small GTP-binding protein [Petunia x 



211695 

LIB3145-033-Q1-K1-C12 

BLASTN 

g2687434 

90 

1.0e-43 

118 

94 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 



211696 

LIB3145-033-Q1-K1-C7 

BLASTX 

g2495155 

239 

2.0e-20 

80 

62 

GLUTAMYL- TRNA REDUCTASE 1 
>gi JL 6 9 4 9 2 6_dbj _BAA0 8 9 1 0_ 
[Cucumis sativus] 



PRECURSOR (GLUTR) 

(D50407) glutamyl-tRNA reductase 



Seq. No. 



211697 



29356 



Seq. ID 


LIB3145-033-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3152613 


BLAST score 


198 


E value 


2.0e-15 


Match length 


105 


% identity 


43 


NCBI Description 


(AC004482) hypothetical protein [Arabidopsis thaliana] 


Seq, No. 


211698 


Seq. ID 


LIB3145-033-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


a4454032 


BLAST score 


248 


E value 


3.0e-21 


Match length 


115 


% identity 


45 


NCBI Description 


(AL035394) putative protein [Arabidopsis thaliana] 


Seq. No. 


211699 


Seq. ID 


LIB3145-033-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl703143 






E value 


1.0e-31 


Match length 


112 


% identity 


65 


NCBI Description 


ACTIN-LIKE PROTEIN 3 >gi_881635 (U29610) Arp3 [Acanthamoeba 




castellanii] 


Seq. No. 


211700 


Seq. ID 


LIB3145-033-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


a3860247 


BLAST score 


586 


E value 


7.0e-61 


Match length 


130 


% identity 


86 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


211701 


Seq. ID 


LIB3145-033-Q1-K1-E7 


Method 


BLASTX 




a?351 097 


BLAST score 


187 


E value 


5.0e-14 


Match length 


44 


% identity 


80 


NCBI Description 


(AB006810) ATMRK1 [Arabidopsis thaliana] 


Seq. No. 


211702 


Seq. ID 


LIB3145-033-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3426038 


BLAST score 


375 


E value 


3.0e-36 


Match length 


99 



29357 



# 



% identity 


47 


NCBI Description 


(AC005168) unknown protein [Arab 


Seq. No. 


211703 


Seq. ID 


LIB3145-033-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


a2244910 


BLAST score 


153 


E value 


2.0e-10 


Match length 


34 


% identity 


85 


NCBI Description 


(Z97339) unnamed protein product 


Seq. No. 


211704 


Seq. ID 


LIB3145-033-Q1-K1-F12 


Method 


BLAST N 


NCBI GI 


g3510343 


BLAST score 


38 


E value 


5.0e-12 


Match length 


230 


% identity 


79 


NCBI Description 


Arabidopsis thaliana genomic DNA 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

211705 

LIB3145-033-Q1-K1-F2 

BLASTX 

g2464880 

210 

8.0e-17 

82 

49 

(Z99707) putative protein [Arabidopsis thaliana] 
211706 

LIB3145-033-Q1-K1-F4 

BLASTX 

g82426 

580 

4.0e-60 

117 

46 

ubiquitin precursor - barley (fragment) 

>gi_7 55 7 63_emb_CAA27 7 51_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 

211707 

LIB3145-033-Q1-K1-F7 

BLASTX 

g3915089 

221 

5.0e-18 

47 
89 

TRANS -CINNAMATE 4 -MONOOXYGENASE (CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 

>gi_2144269_pir JC5129 trans-cinnamate 4-monooxygenase (EC 



29358 



1.14.13.11) A - Populus kit&kamiensis 
>gi_1139561_dbj_BAA11579_ (D82815) cinnamic acid 
4-hydroxylase [Populus kitakamiensis] 
>gi_1777370_dbj_BAA11576_ (D82812) cinnamic acid 
4-hydroxylase [Populus kitakamiensis] 



Seq. No. 


211708 


Seq. ID 


LIB3145-033-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3096935 


BLAST score 


199 


E value 


1.0e-15 


Match length 


55 


% identity 


75 


NCBI Description 


(AL023094) putative protein [Arabidopsis thai 


Seq. No. 


211709 


Seq. ID 


LIB3145-033-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


382 


E value 


5.0e-37 


Match length 


92 


O -L \JL vJ i I L, JL U- y 


80 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


211710 


Seq. ID 


LIB3145-034-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4105772 


BLAST score 


282 


E value 


4.0e-25 


Match length 


64 


% identity 


38 


NCBI Description 


(AF049917) PGP9B [Petunia x hybrida] 


Seq, No. 


211711 


Seq. ID 


LIB3145-034-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


gll4193 


BLAST score 


641 


E value 


3.0e-67 


Match length 


126 


% identity 


96 


NCBI Description 


PHOSPHO-2-DEHYDRO-3-DEOXYHEPTONATE ALDOLASE 1 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



PRECURSOR 

(PHOSPHO-2-KETO-3-DEOXYHEPTONATE ALDOLASE 1) (DAHP 
SYNTHETASE 1) { 3-DEOXY-D-ARABINO-HEPTULOSONATE 7 -PHOSPHATE 
SYNTHASE 1) >gi_170225 (M64261) 

3-deoxy-D-arabino-heptulosonate 7 -phosphate synthase 

[Nicotiana tabacum] >gi_228697jprf 1808327A 

deoxyheptulosonate phosphate synthase [Nicotiana tabacum] 

211712 

LIB3145-034-Q1-K1-A4 

BLASTX 

g3021483 

147 



29359 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-09 

42 

74 

(AJ224 931) histone H2B-2 [Lycopersicon esculentum] 
211713 

LIB3145-034-Q1-K1-A8 

BLASTX 

g531829 

205 

4.0e-16 

67 
60 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211714 

LIB3145-034-Q1-K1-A9 

BLASTX 

g2832643 

263 

6.0e-23 

112 

52 

(AL021710) hypothetical protein [Arabidopsis thaliana] 



211715 

LIB3145-034-Q1-K1-B1 

BLASTX 

gl814403 

303 

1.0e-27 

107 

62 

(U84889) methionine synthase 
crystallinum] 



t Me s emb r y an t hemum 



211716 

LIB3145-034-Q1-K1-B2 

BLASTX 

g2738248 

587 

5.0e-61 

133 

87 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

211717 

LIB3145-034-Q1-K1-B3 

BLASTX 

g464621 

429 

2.0e-42 

117 

71 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 



29360 



# 



ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystal linum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211718 

LIB3145-034-Q1-K1-B7 

BLASTX 

gll68192 

257 

2.0e-22 

79 
67 

14-3-3-LIKE PROTEIN B (VFA-1433B) >gi_107 6543_pir S52900 

14-3-3 brain protein homolog - fava bean 

>gi_6957 67__emb_CAA88416_ (Z48505) 14-3-3 brain protein 

homolog [Vicia faba] 



Seq. No. 


211719 


Seq. ID 


LIB3145-034-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl488647 


BLAST score 


293 


E value 


6.0e-37 


Match length 


114 


% identity 


71 


NCBI Description 


(X99937) RNA helicas 


Seq. No. 


211720 


Seq. ID 


LIB3145-034-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4490937 


BLAST score 


271 


E value 


7.0e-24 


Match length 


131 


% identity 


31 


NCBI Description 


(AJ132261) hypotheti 




sapiens] 


Seq. No. 


211721 


Seq* ID 


LIB3145-034-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4263712 


BLAST score 


282 


E value 


4.0e-25 


Match length 


72 


% identity 


71 


NCBI Description 


(AC006223) putative 




thaliana] 



[Spinacia oleracea] 



,8-like protein [Homo 



[Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



211722 

LIB3145-034-Q1-K1-C10 

BLASTX 

g2245125 

305 

6.0e-28 

95 

63 



29361 



NCBI Description (Z97343) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


211723 


Seq. ID 


LIB3145-034-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3763932 


BLAST score 


227 


E value 


6.0e-19 


Match length 


85 


% identity 


55 


NCBI Description 


(AC004450) putative protein kinase [Arabidopsis thaliai 


Seq. No. 


211724 


Seq. ID 


LIB3145-034-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2995990 


BLAST score 


264 


E value 


3.0e-23 


Match length 


102 


% identity 


57 


NCBI Description 


(AF053746) dormancy- associated protein [Arabidopsis 




thaliana] >gi_2995992 (AF053747) dormancy-associated 




protein [Arabidopsis thaliana] 


Seq. No. 


211725 


Seq. ID 


LIB314 5-034 -Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3702327 


BLAST score 


323 


E value 


4.0e-30 


Match length 


102 


% identity 


59 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 


Seq. No. 


211726 


Seq. ID 


LIB3145-034-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4263712 


BLAST score 


291 


E value 


3.0e-26 


Match length 


72 


% identity 


72 


NCBI Description 


(AC006223) putative ribosomal protein S12 [Arabidopsis 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211727 

LIB3145-034-Q1-K1-C8 

BLASTX 

gl708423 

268 

2.0e-23 

122 

41 

ISOFLAVONE REDUCTASE HOMOLOG A622 
(D28505) A622 [Nicotiana tabacum] 



>gi_5 07 8 2 3_db j _BAA0 5 8 6 6_ 



Seq. No. 



211728 



29362 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-034-Q1-K1-D1 

BLASTX 

g2583130 

157 

2.0e-10 

107 
34 

(AC002387) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211729 

LIB3145-034-Q1-K1-D2 

BLASTN 

g2244991 

38 

6.0e-12 

102 

84 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



211730 

LIB3145-034-Q1-K1-D8 

BLASTN 

g2687434 

188 

1.0e-101 

271 
92 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

211731 

LIB3145-034-Q1-K1-E1 

BLASTX 

gl729927 

354 

1.0e-33 

126 
54 

QUEUINE TRNA-RIBOSYLTRANSFERASE ( TRNA- GUANINE 

TRANS GLYCOSYLASE ) (GUANINE INSERTION ENZYME) >gi_940182 

(U30888) tRNA-Guanine Transglycosylase [Homo sapiens] 

211732 

LIB3145-034-Q1-K1-E11 

BLASTX 

gll70714 

295 

1.0e-26 

65 

82 

SHAGGY RELATED PROTEIN KINASE ASK- GAMMA 

>gi_541850_pir S41597 protein kinase ASK-gamma (EC 

2.7.1/-) - Arabidopsis thaliana >gi_456509_emb_CAA53180_ 
(X75431) ASK-gamma (Arabidopsis shaggy-related kinase) 
[Arabidopsis thaliana] >gi_2059329_emb__CAA73247_ (Y12710) 



29363 



shaggy-like kinase gamma [Arabidopsis thaliana] 



Seq. No. 


211733 


Seq. ID 


LIB3145-034-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g218157 


BLAST score 


475 


E value 


2.0e-54 


Match length 


129 


% identity 


84 


NCBI Description 


(D13512) cytoplasmic aldolase [Oryza sativa] 


Seq. No. 


211734 


Seq. ID 


LIB3145-034-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2829894 


BLAST score 


362 


E value 


1.0e-34 


Match length 


91 


% identity 


75 


NCBI Description 


(AC002311) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


211735 


Seq. ID 


LIB3145-034-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3024386 


BLAST score 


370 


E value 


2.0e-35 


Match length 


124 


% identity 


60 


NCBI Description 


POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (U09717) polygalacturonase [Gossypium hirsutum] 

211736 

LIB3145-034-Q1-K1-E7 

BLASTX 

g3281869 

321 

9.0e-30 

102 

65 

(AL031004) RSZp22 splicing factor [Arabidopsis thaliana] 
>gi_3435094 (AF033586) 9G8-like SR protein [Arabidopsis 
thaliana] 

211737 

LIB3145-034-Q1-K1-F1 

BLASTX 

g2584806 

597 

4.0e-62 

129 

81 

(Y15253) phospholipase C [Pisum sativum] 



Seq. No. 



211738 



29364 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-034-Q1-K1-F2 

BLASTX 

g2760326 

320 

1.0e-29 
125 
50 

(AC002130) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



F1N21.11 [Arabidopsis thaliana] 



211739 

LIB3145-034-Q1-K1-F5 

BLASTX 

g3912988 

253 

8.0e-22 

82 

66 

FLORAL HOMEOTIC PROTEIN AGL9 >gi_2345158 (AF015552) AGL9 
[Arabidopsis thaliana] >gi_2829878 (AC002396) AGL9 
[Arabidopsis thaliana] 

211740 

LIB3145-034-Q1-K1-F6 

BLASTX 

g3912988 

418 

4.0e-41 

84 

96 

FLORAL HOMEOTIC PROTEIN AGL9 >gi_2345158 (AF015552) AGL9 
[Arabidopsis thaliana] >gi_2829878 (AC002396) AGL9 
[Arabidopsis thaliana] 

211741 

LIB3145-034-Q1-K1-F7 

BLASTX 

gl33872 

414 

1.0e-40 

122 

67 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060__emb_CAA46927_ 

(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 

[Spinacia oleracea] 

211742 

LIB3145-034-Q1-K1-F9 

BLASTX 

g4467125 

369 

2.0e-35 

106 

53 



29365 



NCBI Description (AL035538) putative protein [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 



211743 

LIB3145-034-Q1-K1-G2 

BLASTX 

g4415916 

145 

4.0e-09 

103 

30 

(AC006282) 
thaiiana] 



putative pectin methylesterase [Arabidopsis 



211744 

LIB3145-034-Q1-K1-G3 

BLASTX 

g729011 

310 

2.0e-28 

115 

34 

CALMODULIN >gi_1360745_pir S58709 calmodulin - Neurospora 

crassa >gi_5542_emb_CAA50271_ (X70923) calmodulin 
[Neurospora crassa] >gi_168767 (L02964) calmodulin 
[Neurospora crassa] >gi_5 62117 (U15993) calmodulin 
[Colletotrichum trifolii] >gi_2654183 (AF034964) 
calmodulin; CgCaM [Glomerella cingulata] 

211745 

LIB3145-034-Q1-K1-G4 

BLASTX 

g3183321 

358 

4.0e-34 

122 

57 

HYPOTHETICAL 28.1 KD PROTEIN C4F8.03 IN CHROMOSOME I 
>gi_233G820_emb_CAB11050_ (Z98530) hypothetical protein 
[Schizosaccharomyces pombe] 

211746 

LIB3145-034-Q1-K1-H3 

BLASTX 

gl297359 

483 

9.0e-49 

131 

71 

(U53701) alcohol dehydrogenase 2d [Gossypium hirsutum] 
211747 

LIB3145-034-Q1-K1-H6 

BLASTX 

g3241945 

376 

3.0e-36 
95 



29366 



II • 



% identity 


65 


NCBI Description 


(AC004625) unknown protein [Arabidopsis thaliana] 


Seq. No. 


211748 


Seq. ID 


LIB314 5-035-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3184285 


BLAST score 


229 


E value 


5.0e-19 


Match length 


66 


% identity 


65 


NCBI Description 


(AC004136) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


211749 


Seq. ID 


LIB3145-035-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2244939 


BLAST score 


253 


E value 


7.0e-22 


Match length 


122 


% identity 


44 


NCBI Description 


(Z97339) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


211750 


Seq. ID 


LIB3145-035-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2924512 


-D-u/ioi score 




E value 


1.0e-27 


Match length 


98 


% identity 


55 


NCBI Description 


(AL022023) beta-galactosidase - like protein [Arabidop 




thaliana] 


Seq. No. 


211751 


Seq. ID 


LIB3145-035-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2262173 




j f ,? 


E value 


1.0e-36 


Match length 


134 


% identity 


58 


NCBI Description 


(AC002329) NADPH thioredoxin reductase [Arabidopsis 




thaliana] 


Seq. No. 


211752 


Seq. ID 


LIB3145-035-Q1-K1-B1 


Method 


BLASTX 


NPRT (IT 




BLAST score 


188 


E value 


3.0e-14 


Match length 


91 


% identity 


49 


NCBI Description 


(AJ005347) annexin [Cicer arietinum] 


Seq. No. 


211753 


Seq. ID 


LIB3145-035-Q1-K1-B11 



29367 



0 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!169238 

176 

1.0e-12 

85 
46 

GLUTAMATE DECARBOXYLASE (GAD) >gi_107 6648_pir A48767 

glutamate decarboxylase (EC 4.1.1.15), calmodul in-binding - 
garden petunia >gi_294112 (L16797) glutamate decarboxylase 
[Petunia hybrida] >gi_309680 (L16977) glutamate 
decarboxylase [Petunia hybrida] 

211754 

LIB3145-035-Q1-K1-B6 

BLASTX 

g401322 

646 

8.0e-68 

132 

97 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 

211755 

LIB3145-035-Q1-K1-B7 

BLASTX 

g2244970 

587 

7.0e-61 

146 

71 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb_CAA74765_ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

211756 

LIB3145-035-Q1-K1-C2 

BLASTN 

gl777666 

71 

5.0e-32 

135 

88 

Dudleya viscida 18S ribosomal RNA gene, partial sequence 
211757 

LIB3145-035-Q1-K1-C3 

BLASTX 

gl345933 

562 

5.0e-58 

114 

92 

CITRATE SYNTHASE, GLYOXYSOMAL PRECURSOR (GCS) 

>gi_1084323_pir S53007 citrate synthase - cucurbit 

>gi_975633_dbj_BAA07328_ (D38132) glyoxysomal citrate 



29368 



synthase [Cucurbit a sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211758 

LIB3145-035-Q1-K1-D1 

BLASTX 

g3024386 

777 

4.0e-83 

147 

99 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (U09717) polygalacturonase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211759 

LIB3145-035-Q1-K1-D10 

BLASTX 

g2959767 

139 

9.0e-09 

78 

46 

(AJ002584) AtMRP4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glutathione-con jugate transporter AtMRP4 
[Arabidopsis thaliana] 



Seq. No. 


211760 


Seq. ID 


LIB3145-035-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3549672 


BLAST score 


362 


E value 


2.0e-34 


Match length 


133 


% identity 


58 


NCBI Description 


(AL031394) putative protein [Arabidopsi 


Seq. No. 


211761 


Seq. ID 


LIB3145-035-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2465434 


BLAST score 


478 


E value 


4.0e-48 


Match length 


109 


% identity 


83 


NCBI Description 


(AF022142) flavanone 3beta-hydroxylase 


Seq. No. 


211762 


Seq. ID 


LIB3145-035-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl708236 


BLAST score 


579 


E value 


1.0e-60 


Match length 


136 


% identity 


82 


NCBI Description 


H Y DROX YME T H YLGLUT ARYL - COA SYNTHASE (HMG 



( 3 -HYDROXY- 3-METHYLGLUTARYL COENZYME A SYNTHASE) 
>gi__2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 



29369 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA587 63_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548j?rf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 

211763 

LIB3145-035-Q1-K1-E3 

BLASTX 

gl572681 

290 

3.0e-26 

108 

53 

(U69897) oligopeptidase B [Trypanosoma cruzi] 
211764 

LIB3145-035-Q1-K1-E4 

BLASTX 

g2144271 

492 

6.0e-50 

102 

92 

trans -cinnamate 4-monooxygenase (EC 1.14.13.11) C - Populus 
kitakamiensis (fragment) >gi_1777372_dbj_BAA11578_ (D82814) 
cinnamic acid 4 -hydroxylase [Populus kitakamiensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



211765 

LIB3145-035-Q1-K1-E7 

BLASTX 

g401322 

730 

1.0e-77 

142 
99 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A {V-ATPASE 69 KD 
SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 

211766 

LIB3145-035-Q1-K1-E8 

BLASTX 

gl710112 

642 

2.0e-67 

129 

93 

(053864) PRH19 [Arabidopsis thaliana] 
211767 

LIB3145-035-Q1-K1-E9 

BLASTX 

g2244785 

174 

6.0e-13 
49 



29370 



CI 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



63 

(Z97335) hypothetical protein [Arabidopsis thaliana] 



211768 

LIB3145-035-Q1-K1-F1 

BLASTX 

g2129826 

580 

4.0e-60 

128 

88 

dynamin-like protein phragmoplastin 5 
(U36430) SDL5A [Glycine max] 



- soybean >gi_1218004 



211769 

LIB3145-035-Q1-K1-F2 

BLASTX 

g2498464 

176 

1.0e-12 

60 
60 

28 KD HEAT- AND ACID-STABLE PHOSPHO PROTEIN (HASPP28) (PDGF 
ASSOCIATED PROTEIN) >gi_1136584 (U41745) PDGF associated 

protein [Homo sapiens] >gi_158 9642_prf 2211382B 

platelet-derived growth factor-associated protein [Homo 
sapiens] 

211770 

LIB3145-035-Q1-K1-F7 

BLASTX 

gl703108 

482 

1.0e-48 

95 

94 

ACT IN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

211771 

LIB3145-035-Q1-K1-F8 

BLASTX 

g3688123 

526 

9.0e-54 

123 

80 

(AJ006293) 
ma jus] 



granule-bound starch synthase [Antirrhinum 



211772 

LIB3145-035-Q1-K1-G1 

BLASTX 

g3915096 



29371 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



614 

4.0e-64 

124 

91 

TRANS-CINNAMATE 4 -MONOOXYGENASE (CINNAMIC ACID 

4 - HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_1574976 (U47293) trans-cinnamate 4-hydroxylase [Populus 
tremuloides] 

211773 

LIB3145-035-Q1-K1-G2 

BLASTX 

gl657621 

535 

8.0e-55 

127 

78 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF04 9236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 

211774 

LIB3145-035-Q1-K1-G4 

BLASTX 

g289920 

635 

2.0e-66 

130 

93 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

211775 

LIB3145-035-Q1-K1-G5 

BLASTX 

g3024126 

502 

6.0e-51 

98 

97 

5- ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOS YLTRANS FERASE 1) (ADOMET SYNTHETASE 1) 
>gi__1655576_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

211776 

LIB3145-035-Q1-K1-H2 

BLASTX 

g2944446 

347 

7.0e-33 

85 

73 

(AF050756) cysteine endopeptidase precursor [Ricinus 
communis] 



Seq. No. 
Seq. ID 



211777 

LIB3145-035-Q1-K1-H3 



29372 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2104681 

207 

1.0e-17 

118 
54 

(X97907) 



transcription factor [Vicia faba] 



211778 

LIB3145-035-Q1-K1-H5 

BLASTX 

g3885515 

427 

3.0e-42 

99 

81 

(AF084202) 
sativa] 



similar to ribosomal protein S26 [Medicago 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211779 

LIB3145-037-Q1-K1-A11 

BLASTX 

g4406789 

431 

1.0e-42 

130 
65 

(AC006532) 
thaliana] 



putative glutaiuate decarboxylase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



211780 

LIB3145-037-Q1-K1-A12 

BLASTX 

g3551245 

155 

2.0e-10 

66 

48 

(AB012702) P40-like protein [Daucus carota] 



211781 

LIB3145-037-Q1-K1-A3 

BLASTX 

g2244910 

246 

6.0e-21 

118 

45 

(Z97339) unnamed protein product 



[Arabidopsis thaliana] 



211782 

LIB3145-037-Q1-K1-A6 

BLASTX 

g2290532 

248 

3.0e-21 
90 



29373 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

(U94748) AN11 [Petunia x hybrida] 
211783 

LIB3145-037-Q1-K1-A7 

BLASTX 

g4455169 

369 

2.0e-35 

132 

55 

(AL035521) 
thaliana] 



putative aldehyde dehydrogenase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211784 

LIB3145-037-Q1-K1-B10 

BLASTX 

g3063396 

504 

3.0e-51 

113 

83 

(AB012947) vcCyP [Vicia faba] 
211785 

LIB3145-037-Q1-K1-B11 

BLASTX 

g2827992 

406 

9.0e-40 

119 

60 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 
211786 

LIB3145-037-Q1-K1-B2 

BLASTX 

g3319343 

332 

3.0e-31 

82 

68 

(AF077407) contains similarity to sugar transporters (Pfam 
sugar__tr . hmm, score: 395.91) [Arabidopsis thaliana] 

211787 

LIB3145-037-Q1-K1-B4 

BLASTX 

g4510363 

539 

2.0e-55 

112 

86 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 



211788 



29374 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-037-Q1-K1-B5 

BLASTX 

g2880043 

379 

1.0e-36 

132 

55 

(AC002340) putative 3-hydroxyisobutyryl-coenzyme A 
hydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211789 

LIB3145-037-Q1-K1-B8 

BLASTX 

g2832698 

275 

2.0e-24 
98 
58 

(AL021713) 
thaliana] 



starch synthase-like protein [Arabidopsis 



Seq. No. 


211790 


Seq. ID 


LIB3145-037- 


Method 


BLASTX 


NCBI GI 


g4539351 


BLAST score 


243 


E value 


1.0e-20 


Match length 


124 


% identity 


50 


NCBI Description 


(AL035539) 


Seq. No. 


211791 


Seq. ID 


LIB3145-037 


Method 


BLASTX 


NCBI GI 


g4574320 


BLAST score 


179 


E value 


4.0e-13 


Match length 


56 


% identity 


64 


NCBI Description 


(AF117224) 



putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



wound- induced protein WI12 [Meseinbryanthemum 
crystallinum] 

211792 

LIB3145-037-Q1-K1-C7 

BLASTX 

g3024386 

515 

2.0e-52 

132 
68 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi 2129500_pir S52006 polygalacturonase - upland cotton 

>gi~606650 (U09717) polygalacturonase [Gossypium hirsutum] 

211793 

LIB3145-037-Q1-K1-C9 
BLASTX 



29375 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3063396 
501 

6.0e-51 

115 

82 

(AB012947) vcCyP [Vicia faba] 
211794 

LIB3145-037-Q1-K1-D11 

BLASTX 

g3834325 

408 

3.0e-43 

130 

70 

(AC005679) Strong similarity to gb_AF067141 gamma -glutamyl 
hydrolase from Arabidopsis thaliana. ESTs gb_R83955, 
gb_T45062, gb_T22220, gb_AA586207, gb_Al099851 and 
gb_AI00672 come from this gene. [Arabidopsis thaliana] 

211795 

LIB3145-037-Q1-K1-D2 

BLASTX 

gl708995 

248 

3.0e-21 

57 

82 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) >gi_726030 
(U17240) S-adenosylmethionine synthetase [Actinidia 
chinensis] 

211796 

LIB3145-037-Q1-K1-D3 

BLASTX 

g3915866 

607 

3.0e-63 

138 

80 

GLUTAMINYL-TRNA SYNTHETASE (GLUT AMINE — TRNA LIGASE) (GLNRS) 
>gi_2995455_emb_CAA62901_ (X91787) tRNA-glut amine 
synthetase [Lupinus luteus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



211797 

LIB3145-037-Q1-K1-D4 

BLASTX 

gl00200 

361 

2.0e-34 

101 

70 

chlorophyll a/b-binding protein type I 
211798 

LIB3145-037-Q1-K1-D5 



precurso 



r - tomato 



29376 



.Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



BLASTX 

g3257556 

202 

8.0e-16 

99 

46 

(AP000005) 494aa long hypothetical protein [Pyrococcus 
horikoshii] 



Seq, No. 


211799 


Seq. ID 


LIB3145-037-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g462195 


BLAST score 


369 


E value 


2.0e-35 


Match length 


78 


% identity 


91 


NCBI Description 


PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 




>gi luuooz pir bziojo bUoz protein - rice 




>gi 20238 emb CAA36190 (X51910) GOS2 [Oryza sativa] 




>gi_3789950 (AF094774) translation initiation factor [Oryza 




sativa] 


Seq. No. 


211800 


Seq. ID 


LIB3145-037-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2367392 


BLAST score 


270 


Hi Vaiue 




Match length 


136 


% identity 


40 


NCBI Description 


(U82513) random slug CDNA25 protein [Dictyostelium 




discoideum] 


Seq. No. 


211801 


Seq. ID 


LIB3145-037-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4138583 


BLAST score 


458 


E value 


6.0e-46 


Match length 


117 


% identity 


80 


NCBI Description 


(Y10821) plastidic ATP/ADP-transporter [Solanum tuberosum] 


Seq. No. 


211802 


Seq. ID 


LIB3145-037-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g 2494244 


BLAST score 


179 


E value 


4.0e-13 


Match length 


127 


% identity 


32 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) (ELONGATION FACTOR 




TU) (EF-TU) >gi_2119923_pir D64340 translation elongation 




factor, EF-1 alpha - Methanococcus jannaschii >gi_1591042 




(U67486) translation elongation factor EF-1, subunit alpha 




[Methanococcus jannaschii] 



29377 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211803 

LIB3145-037-Q1-K1-E12 

BLASTX 

gl931647 

509 

8.0e-52 

133 

71 

(U95973) endoiriembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 



Seq. No. 


211804 


Seq. ID 


LIB3145-037-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2388689 


BLAST score 


213 


E value 


4.0e-17 


Match length 


75 


% identity 


65 


NCBI Description 


(AF016633) GH1 protein [Glycine max] 


Seq. No. 


211805 


Seq. ID 


LIB3145-037-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3643602 


BLAST score 


307 


E value 


4.0e-28 


Match length 


112 


% identity 


58 


NCBI Description 


(AC005395) putative tonoplast intrinsic 




[Arabidopsis thaliana] 


Seq. No. 


211806 


Seq. ID 


LIB3145-037-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gll68518 


BLAST score 


551 


E value 


1.0e-56 


Match length 


135 


% identity 


73 



NCBI Description 



APURINIC ENDONUCLEASE- REDOX PROTEIN (DNA- (APURINIC OR 
APYRIMIDINIC SITE) LYASE) >gi_4728 69_emb_CAA54234_ (X76912) 
ARP protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211807 

LIB3145-037-Q1-K1-F1 

BLASTX 

g2462762 

294 

1.0e-26 

100 

60 

(AC002292) Highly similar to auxin-induced protein 
{aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 



211808 



29378 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-037-Q1-K1-F2 

BLASTX 

g974782 

546 

3.0e-56 

106 

92 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211809 

LIB3145-037-Q1-K1-F3 

BLASTX 

g3914131 

169 

6.0e-12 

95 
37 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN 2 PRECURSOR 
(LTP 2) (MAJOR POLLEN ALLERGEN PAR J 2.0102) (PAR J II) 
PROTEIN) >gi_1532056_emb_CAA65122_ (X958 66) P8 protein 
[Parietaria judaica] 



(P8 



Seq. No. 


211810 


Seq. ID 


LIB3145-037-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


a2880049 


£J J-LCx*J J. OUyi C 


296 


E value 


8.0e-27 


Match length 


118 


% identity 


55 


NCBI Description 


(AC002340) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


211811 


Seq. ID 


LIB3145-037-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4580523 


BLAST score 


468 


E value 


5.0e-47 


Match length 


127 


% identity 


72 


NCBI Description 


(AF036305) scarecrow-like 8 [Arabidopsis thaliana] 


Seq. No. 


211812 


Seq. ID 


LIB3145-037-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2465923 


BLAST score 


393 


E value 


3.0e-38 


Match length 


124 


% identity 


60 


NCBI Description 


(AF024 648) receptor-like serine/threonine kinase 




[Arabidopsis thaliana] 


Seq. No. 


211813 


Seq. ID 


LIB3145-037-Q1-K1-G6 


Method 


BLASTX 



29379 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



■g4309727 
157 

4.0e-ll 

33 
8 8 

(AC006439) putative mitochondrial 60S ribosomal protein L6 
[Arabidopsis thaliana] 

211814 

LIB3145-037-Q1-K1-G8 

BLASTX 

g548852 

349 

5.0e-33 

82 

7 8 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

211815 

LIB3145-037-Q1-K1-G9 

BLASTX 

g2290532 

257 

3.0e-22 

90 

59 

(U94748) ANll [Petunia x hybrida] 
211816 

LIB3145-037-Q1-K1-H12 

BLASTX 

g3970652 

390 

3.0e-44 
114 

(X77499) amino acid permease [Arabidopsis thaliana] 
211817 

LIB3145-037-Q1-K1-H3 

BLASTX 

g3915826 

415 

8.0e-41 

124 

61 

60S RIBOSOMAL PROTEIN L5 
211818 

LIB3145-037-Q1-K1-H4 

BLASTX 

g2218152 

653 

1.0e-68 
130 



29380 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

(AF005279) type Ilia membrane protein cp-wap!3 [Vigna 
unguiculata] 

211819 

LIB3145-037-Q1-K1-H6 

BLASTX 

g730463 

319 

2.0e-29 

105 

58 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537__emb_CAA99454_ (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 



Seq. No. 


211820 


Seq. ID 


LIB3145-037-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g322750 


BLAST score 


654 


E value 


8.0e-69 


Match length 


128 


% identity 


98 


NCBI Description 


ubiquitin / ribosomal protein CEP52 - wood tobacco 




>gi_170217 (M74100) ubiquitin fusion protein [Nicot 




sylvestris] 


Seq. No. 


211821 


Seq. ID 


LIB3145-038-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3126969 


BLAST score 


143 


E value 


6.0e-09 


Match length 


61 


% identity 


51 


NCBI Description 


(AF061808) chalcone isomerase [Elaeagnus umbellata] 


Seq. No. 


211822 


Seq. ID 


LIB3145-038-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3650033 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


128 


% identity 


38 


NCBI Description 


(AC005396) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



211823 

LIB3145-038-Q1-K1-A12 

BLASTX 

gl!42619 

310 

2.0e-28 



29381 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 
86 

(U18348) phaseolin G-box binding protein PG1 [Phaseolus 
vulgaris] 

211824 

LIB3145-038-Q1-K1-A3 

BLASTX 

g!67367 

291 

3.0e-26 

56 

100 

(L08199) peroxidase [Gossypium hirsutum] 
211825 

LIB3145-038-Q1-K1-A4 

BLASTX 

gl362003 

532 

2.0e-54 

136 

81 

protein phosphatase 2A B regulatory chain 55K - Arabidopsis 
thaliana >gi_710330 (U18129) 55 kDa B regulatory subunit of 
phosphatase 2A [Arabidopsis thaliana] 

211826 

LIB3145-038-Q1-K1-A6 

BLASTX 

g3552003 

712 

1.0e-75 

134 

99 

(AF085083) alcohol dehydrogenase A [ Gossypium hirsutum] 
>gi_3552005 (AF085084) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_3552007 (AF085085) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140632 (AF090165) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4140634 (AF090166) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4140636 
(AF090167) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140638 (AF090168) alcohol dehydrogenase A [Gossypium 
hirsutum] 

211827 

LIB3145-038-Q1-K1-A8 

BLASTX 

g2497486 

186 

4.0e-25 

68 
93 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



29382 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211828 

LIB3145-038-Q1-K1-A9 

BLASTX 

g2497486 

135 

3.0e-17 

67 
75 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



Seq. No. 


211829 


Seq. ID 


LIB314 5-038-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2281330 


BLAST score 


121 


E value 


2.0e-ll 


Match length 


86 


% identity 


52 


NCBI Description 


(U85646) putative pectate lyase Nt59 


Seq. No. 


211830 


Seq. ID 


LIB3145-038-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3218550 


BLAST score 


448 


E value 


1.0e-44 


Match length 


122 


% identity 


71 


NCBI Description 


(AB009399) Cdk-activating kinase lAt 


Seq. No. 


211831 


Seq. ID 


LIB3145-038-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4415915 


BLAST score 


228 


E value 


8.0e-19 


Match length 


111 


% identity 


40 


NCBI Description 


(AC006282) putative pectin methylest 




thaliana] 


Seq. No. 


211832 


Seq. ID 


LIB3145-038-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3738339 


BLAST score 


522 


E value 


3.0e-53 


Match length 


118 ^ 


% identity 


86 


NCBI Description 


(AC005170) putative kinase [Arabidop 


Seq. No. 


211833 


Seq. ID 


LIB3145-038-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g461729 



[Nicotiana tabacum] 



[Arabidopsis 



29383 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



407 

7.0e-40 

97 
76 

10 KD CHAPERONIN (PROTEIN CPN10) (PROTEIN GROES) 

>gi 2146744__pir S65597 probable chaperonin, 10K - 

Arabidopsis thaliana >gi_166662 (L02843) 10 kDa chaperonin 
[Arabidopsis thaliana] 

211834 

LIB3145-038-Q1-K1-B5 

BLASTX 

g70644 

521 

3.0e-53 

104 

19 

ubiquitin precursor - common sunflower (fragment) 
211835 

LIB3145-038-Q1-K1-B6 

BLASTX 

g3218550 

180 

3.0e-13 

54 

63 

(AB009399) Cdk-activating kinase lAt [Arabidopsis thaliana] 
211836 

LIB3145-038-Q1-K1-B7 

BLASTX 

g732248 

173 

2.0e-12 

75 

47 

HYPOTHETICAL PROTEIN IN PTB 5 T REGION (ORF1) 

>gi_484992_pir PN0619 hypothetical protein 100 - 

Clostridium acetobutylicum (strain NCIMB 8052) (fragment) 
>gi_144891 (L04468) putative; ORF1 [Clostridium 
acetobutylicum] 

211837 

LIB3145-038-Q1-K1-B9 

BLASTX 

g2765366 

197 

3.0e-15 

92 

47 

(Y14038) putative Ole e 1 protein [Betula pendula] 
211838 

LIB3145-038-Q1-K1-C1 

BLASTX 

g3334144 



29384 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



549 

2.0e-56 

133 

80 

Gl/S-SPECIFIC CYCLIN C-TYPE >gi_1695698_dbj_BAA13181_ 
(D86925) C-type cyclin [Oryza sativa] 

211839 

LIB3145-038-Q1-K1-C10 

BLASTX 

g3914007 

625 

2.0e-65 

132 

90 

MITOCHONDRIAL LON PROTEASE HOMOLOG 2 PRECURSOR >gi_1848291 
(U88087) LON protease homolog [Arabidopsis thaliana] 

211840 

LIB3145-038-Q1-K1-C4 

BLASTX 

g4115925 

462 

3.0e-46 
102 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL04 9523) RNA-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



211841 

LIB3145-038-Q1-K1-C6 

BLASTX 

g4559372 

348 

6.0e-33 

86 

76 

(AC006585) putative CONSTANS protein [Arabidopsis thaliana] 
211842 

LIB3145-038-Q1-K1-C7 

BLASTX 

g3738297 

225 

2.0e-18 

115 

20 

(AC005309) unknown protein [Arabidopsis thaliana] 
211843 

LIB3145-038-Q1-K1-C8 

BLASTX 

g4249418 

199 

2.0e-15 



29385 



Match length 94 
% identity ^27 

NCBI Description (AC006072) putative zinc-finger protein (C-x8-C-x5-C-x3-H 
type domains), 5 T partial [Arabidopsis thaliana] 



Seq. No. 211844 

Seq. ID LIB3145-038-Q1-K1-D1 

Method BLASTX 

NCBI GI g3859560 

BLAST score 203 

E value 6.0e-16 

Match length 112 

% identity 38 

NCBI Description (AF098 668) acyl-protein thioesterase [Homo sapxens] 

Seq. No. 211845 

Seq. ID LIB3145-038-Q1-K1-D11 

Method BLASTX 

NCBI GI g4454042 

BLAST score 388 

E value 1.0e-37 

Match length 111 

% identity 63 

NCBI Description (AL035394) putative protein [Arabidopsis thaliana] 
211846 

LIB3145-038-Q1-K1-D6 
BLASTX 
g3182981 
644 

1.0e-67 
137 
87 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_dbj_BAAl3096_ 
(D86494) diminuto [Pisum sativum] 

Seq. No. 211847 

Seq. ID LIB3145-038-Q1-K1-D7 

Method BLASTX 

NCBI GI g3548802 

BLAST score 267 

E value 2.0e-23 

Match length 98 

% identity 52 

NCBI Description (AC005313) axi 1-like protein [Arabidopsis thaliana] 

>gi_43357 69_gb__AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

Seq. No. 211848 

Seq. ID LIB3145-038-Q1-K1-D8 

Method BLASTX 

NCBI GI gll4682 

BLAST score 330 

E value 8.0e-31 

Match length 110 

%~-identity 64 

NCBI Description ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29386 




(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor , mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 





Seq. No. 


211849 




Seq. ID 


LIB3145-038-Q1-K1-E1 




Method 


BLASTX 




NCBI GI 


g3024385 




BLAST score 


548 




E value 


2.0e-56 




Match length 


129 




% identity 


75 




NCBI Description 


POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) >gi 606652 






(U09805) polygalacturonase [Gossypium barbadense] 




Seq. No. 


211850 


LJj 


Seq. ID 


LIB3145-038-Q1-K1-E10 




Method 


BLASTX 




NCBI GI 


g3599491 




• BLAST score 


564 




E value 


3.0e-58 




Match length 


134 






77 




NCBI Description 


(AF085149) putative aminotransferase [Capsicum chinense] 


f n 


Seq. No. 


211851 


5 


Seq. ID 


LIB3145-038-Q1-K1-E11 




Method 


BLASTN 


= ,j> 


NCBI GI 


g668984 


La5=- 


BLAST score 


40 




E value 


4.0e-13 


5 


Match length 


126 






o o 


n 


NCBI Description 


S. tuberosum TYKY1 mRNA for NADH: ubiquinone oxidoreductase 




Seq. No. 


211852 




Seq. ID 


LIB3145-038-Q1-K1-E12 




Method 


BLASTX 




NCBI GI 


g2281330 




BLAST score 


209 




E value 


1.0e-16 




Match length 


83 




% identity 


51 




NCBI Description 


(U85646) putative pectate lyase Nt59 [Nicotiana tabacum] 




Seq. No. 


211853 




Seq. ID 


LIB3145-038-Q1-K1-E2 




Method 


BLASTX 




NCBI GI 


g4510363 




BLAST score 


559 




E value 


1.0e-57 




Match length 


116 




% identity 


89 




NCBI Description 


(AC007017) putative DNA-binding protein [Arabidopsis 



thaliana] 



29387 



Seq. No. 211854 

Seq. ID LIB3145-038-Q1-K1-E5 

Method BLASTX 

NCBI GI gll74613 

BLAST score 405 

E value 2.0e-39 

Match length 80 

% identity 97 

NCBI Description 26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi__556560_dbj_BAA04 614_ 
(D17788) rice homologue of Tat binding protein [Oryza 
sativa] 



Seq. No. 211855 

Seq. ID LIB3145-038-Q1-K1-F1 

Method BLASTN 

NCBI GI gl777 667 

BLAST score 62 

E value 2.0e-26 

Match length 66 

% identity '98 

NCBI Description Eucryphia lucida 18S ribosomal RNA gene, partial sequence 

Seq. No. 211856 

Seq. ID LIB3145-038-Q1-K1-F11 

Method BLASTX 

NCBI GI g4508073 

BLAST score 411 

E value 3.0e-40 

Match length 106 

% identity 70 

NCBI Description (AC005882) 43220 [Arabidopsis thaliana] 

Seq. No. 211857 

Seq. ID LIB3145-038-Q1-K1-F12 

Method BLASTN 

NCBI GI g404027 

BLAST score 4 9 

E value 2.0e-18 

Match length 73 

% identity 92 

NCBI Description Carthamus tinctorius (clone pCGN3264) oleoyl-acyl carrier 
protein thioesterase mRNA, complete cds 

211858 

LIB3145-038-Q1-K1-F4 
BLASTX 
g2129842 
174 

2.0e-12 
53 
58 

SE60 protein - soybean >gi_5097 69_emb_CAA79164__ (Z18359) 
seed-specific low molecular weight sulfur-rich protein 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29388 



Seq. No. 211859 

Seq. ID LIB3145-038-Q1-K1-F6 

Method BLASTX 

NCBI GI g4107099 

BLAST score 390 

E value 6.0e-41 

Match length 111 

% identity 77 

NCBI Description (AB015141) AHP1 [Arabidopsis thaliana] 

>gi_4156245_dbj_BAA37112_ (AB012570) ATHP3 [Arabidopsis 

thaliana] 

Seq. No. 211860 

Seq. ID LIB3145-038-Q1-K1-F7 

Method BLASTX 

NCBI GI g2997684 

BLAST score 238 

E value 3.0e-20 

Match length 97 

% identity 54 

NCBI Description (AF053302) putative transcriptional co-act lvator 
[Arabidopsis thaliana] 

Seq. No. 211861 

Seq. ID LIB3145-038-Q1-K1-F8 

Method BLASTX 

NCBI GI g4098129 

BLAST score 241 

E value 2.0e-20 

Match length 52 

% identity 92 

NCBI Description (U73588) sucrose synthase [Gossypium hirsutum] 

Seq. No. 211862 

Seq. ID LIB3145-038-Q1-K1-F9 

Method BLASTX 

NCBI GI g399940 

BLAST score 599 

E value 2.0e-62 

Match length 127 

% identity 93 

NCBI Description MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 

>gi 100004_pir S25005 heat shock protein, 70K - kidney 

bean >gi_22636__emb_CAA47345_ (X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 

Seq. No. 211863 

Seq. ID LIB3145-038-Q1-K1-G11 

Method BLASTX 

NCBI GI g2497702 

BLAST score 140 

E value 4.0e-ll 

Match length 115 

% identity 39 

NCBI Description OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 

>gi_2121019_pir 140710 outer membrane lipoprotein ^ 

Citrobacter freundii >gi_717136 (U21727) lipocalin 



29389 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor [Citrobacter freundii] 
211864 

LIB3145-038-Q1-K1-G2 

BLASTX 

g2760326 

335 

2.0e-31 

122 

53 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
211865 

LIB3145-038-Q1-K1-G7 

BLASTX 

g2961349 

374 

6.0e-36 
132 
52 

(AL022140) 
thaliana] 



LTR retrotransposon like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



211866 

LIB3145-038-Q1-K1-H1 

BLASTX 

g2147966 

529 

4.0e-54 

134 

74 

probable l-acyl-sn-glycerol-3-phosphate acyltransferase - 
Limnanthes douglasii >gi_1067138_emb_CAA88620_ (Z48730) 
l-acyl-sn-glycerol-3-phosphate acyltransferase (putative) 
[Limnanthes douglasii] 

211867 

LIB3145-038-Q1-K1-H10 

BLASTX 

g3914472 

224 

2.0e-18 

89 

53 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_3227 64_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA49693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 

211868 

LIB3145-038-Q1-K1-H3 

BLASTX 

g2809385 

447 

2.0e-44 

95 

87 



29390 



NCBI Description 



(AF024634) NADPH cytochrome P450 reductase [Petroselinum 
crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211869 

LIB3145-038-Q1-K1-H4 

BLASTX 

gl346155 

453 

6.0e-54 

113 

89 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437995_emb_CAA81078__ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211870 

LIB3145-038-Q1-K1-H5 

BLASTX 

g4539292 

452 

3.0e-45 

96 

86 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 


211871 


Seq. ID 


LIB3145-038-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4432844 


BLAST score 


189 


E value 


3.0e-14 


Match length 


91 


% identity 


42 


NCBI Description 


(AC006283) unknown protein 


Seq. No. 


211872 


Seq. ID 


LIB3145-038-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4097547 


BLAST score 


260 


E value 


1.0e-22 


Match length 


54 


% identity 


44 


NCBI Description 


(U64906) ATFP3 [Arabidopsi; 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



211873 

LIB3145-038-Q1-K1-H9 

BLASTX 

g400650 

200 

1.0e-15 

96 

43 



29391 




NCBI Description NADH- UBIQUINONE OXIDOREDUCTASE 13 KD-B SUBUNIT (COMPLEX 
I-13KD-B) (CI-13KD-B) (B13) >gi_346535_pir^_S28244 NADH 
dehydrogenase (ubiquinone) (EC 1.6.5,3) chain CI-B13 - 
bovine >gi_238_emb_CAA44903_ (X63218) NADH dehydrogenase 
[Bos taurus] 

Seq. No. 211874 

Seq. ID LIB3145-039-Q1-K1-A10 

Method BLASTN 

NCBI GI gl8058 

BLAST score 312 

E value 1.0e-175 

Match length 362 

% identity 97 

NCBI Description Citrus limon cistron for 26S ribosomal RNA 

Seq. No. 211875 

Seq. ID LIB3145-039-Q1-K1-A11 

Method BLASTX 

NCBI GI g951427 

BLAST score 475 

E value 8.0e-48 

Match length 134 

% identity 67 r ■ • 

NCBI Description (M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 

Seq. No. 211876 

Seq. ID LIB3145-039-Q1-K1-A12 

Method BLASTX 

NCBI GI g3024127 

BLAST score 687 

E value 1.0e-72 

Match length 141 

% identity 91 

NCBI Description S -ADENOS YLMETH IONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 

Seq. No. 211877 

Seq. ID LIB3145-039-Q1-K1-A2 

Method BLASTX 

NCBI GI g2842480 

BLAST score 598 

E value 3.0e-62 

Match length 133 

% identity 40 

NCBI Description (AL021749) ADP, ATP carrier-like protein [Arabidopsis 
thaliana] 

Seq. No. 211878 

Seq. ID LIB3145-039-Q1-K1-A6 

Method BLASTX 

NCBI GI g4469003 

BLAST score 275 

E value 2.0e-24 



29392 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



94 
52 

(AL035602) putative protein [Arabidopsis thaliana] 
211879 

LIB3145-039-Q1-K1-B10 

BLASTX 

g!168470 

166 

1.0e-ll 
79 

PROTEIN KINASE APK1A >gi_28287 7_pir S28 615 protein kinase, 

tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 

211880 

LIB3145-039-Q1-K1-B11 

BLASTX 

g2662343 

278 

7.0e-25 

60 

92 

(D63581) EF-1 alpha [Oryza sativa] 
211881 

LIB3145-039-Q1-K1-B12 

BLASTX 

g4544454 

375 

4.0e-36 

98 

72 

(AC006592) putative DNAJ protein [Arabidopsis thaliana] 
211882 

LIB3145-039-Q1-K1-B3 

BLASTX 

g3821280 

572 

3.0e-59 

128 

83 

(AJ009952) asparagine synthetase type II [Phaseolus 
vulgaris] 

211883 

LIB3145-039-Q1-K1-B5 

BLASTN 

g4469002 

49 

2.0e-18 

102 
95 



29393 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T29A15 



Seq. No. 211884 

Seq. ID LIB3145-039-Q1-K1-B7 

Method BLAST N 

NCBI GI g3821780 

BLAST score 36 

E value 7.0e-ll 

Match length 36 

% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 
211885 

LIB3145-039-Q1-K1-B8 
BLASTX 
g543187 
145 

4.0e-09 
115 
4 

ankyrin, erythrocyte - mouse >gi_311817_emb_CAA48801_ 
(X69063) erythroid ankyrin [Mus musculus] 

Seq. No. 211886 

Seq. ID LIB3145-039-Q1-K1-C1 

Method BLASTX 

NCBI GI g3821280 

BLAST score 181 

E value 2.0e-13 

Match length 7 9 

% identity 44 

NCBI Description (AJ009952) asparagine synthetase type II [Phaseolus 
vulgaris] 

Seq. No. 211887 

Seq. ID LIB3145-039-Q1-K1-C11 

Method BLASTX 

NCBI GI g3021355 

BLAST score 529 

E value 4.0e-54 

Match length 117 

% identity 83 

NCBI Description (AJ005081) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 

Seq. No. 211888 

Seq. ID LIB3145-039-Q1-K1-C7 

Method BLASTX 

NCBI GI g421826 

BLAST score 166 

E value 4.0e-12 

Match length 34 

% identity 82 

NCBI Description chlorophyll a/b-binding protein CP2 9 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29394 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211889 

LIB3145-039-Q1-K1-C8 

BLASTN 

g2829205 

130 

7.0e-67 

382 

17 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211890 

LIB3145-039-Q1-K1-C9 

BLASTX 

g289920 

596 

1.0e-70 

136 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211891 

LIB3145-039-Q1-K1-D12 

BLASTX 

gl928981 

459 

6.0e-46 

117 

82 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211892 

LIB3145-039-Q1-K1-D4 

BLASTX 

g3738325 

398 

9.0e-39 

112 

72 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211893 

LIB3145-039-Q1-K1-D6 

BLASTX 

g4512671 

336 

2.0e-31 

85 

72 

(AC006931) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



211894 

LIB3145-039-Q1-K1-D9 



29395 



Method 

NC&I GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4103959 

178 

6.0e-13 

126 

22 

(AF030033) 



calmodulin [Phaseolus vulgaris] 



211895 

LIB3145-039-Q1-K1-E12 

BLASTX 

gl708422 

172 

4.0e-23 

100 

63 

ISOFLAVONE REDUCTASE HOMOLOG >gi_1030068_emb_CAA63056_ 
(X92075) NAD ( P ) H oxidoreductase, isoflavone reductase 
homologue [Solanum tuberosum] 



beq. no. 


ziio yo 


beq. id 


jjicoiij Uj3 ^i r\.j_ CjO 


Method 


DT 7VQTV 


NCBI GI 


g3170548 


BLAST score 


167 


E value 


l . ue~ n 


Match length 


o c 
OD 


% identity 


6 ! 


NUrJi Description 


^rir U 3 O i. 1 O J uriKliUWIi ["^y 1 - 1 - -L U.JJX. XptiD J 


Seq. No. 


2lloy / 


OCU a XL/ 


JjXDJl^lJ W »J _/ -L i.\ J_ Ill >J 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


211898 


Seq. ID 


LIB3145-039-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4220521 


BLAST score 


372 


E value 


9.0e-36 


Match length 


96 


% identity 


77 


NCBI Description 


(AL035356) putative protein [Arabidop 


Seq. No. 


211899 


Seq. ID 


LIB3145-039-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3881978 


BLAST score 


174 


E value 


2.0e-12 


Match length 


42 



29396 




% identity 


*7 Q 

/ y 


jNObi Description 




Seq. No. 


ziiyuu 


Seq. ID 


ijiDji40"Ujy Ai i i 


Method 


DT TV GrpV 


NCBI GI 


g3738339 


BLAST score 


469 


E value 


4 • ue 4 / 


Match length 


too 


% identity 


/ U 


nldi Description 


/Zlpnnm7rn nnf af i t:o t-l nacp f A T A Yii H on *=! "i <=? t* 1 "i ana 1 

^iT.^ VJ U D J- I \J J UU.L-ClU-LVt3 A. _L 11 CISC 1_ CLU -L ^jl W£> O -L O ■wilC3.-l_-l-Gl.liaj 


Seq. No. 


oi i nni 

ziiyui 


beq. id 


J_il.DOl4 3 U yi ixl r ft 


Method 




NCBI GI 


gl370192 


BLAST score 


226 


E value 


1 fl.ci._1 Q 

i . ue-io 


Mat cn 1 engt n 


DO 


% identity 


D / 


NCBI Description 


\£iijy l iO} JATliDOlj lJjOLUo J dLJUXlJ-OUO J 


Seq. No. 


211902 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2529665 


BLAST score 


585 


E value 


1.0e-60 


Match length 


1 O ft 

lz9 


% identity 


o o 


NCBI Description 


(ACOUZboo) putative riDOSomai protein Ii/h [araDiaop 




tnaiianaj 


Seq. No. 


211903 


Seq. ID 




Method 


BLASTX 


NCBI GI 


gz4oy4i / 


BLAST score 


510 


E value 


6.0e-52 


Match length 


133 


% identity 


/ 4 


NCBI Description 


(ACUOZJJz) putative pre— niKNA splicing racuor rKfiy 




[Arabidopsis thaliana] 


Seq. No. 


211904 


Seq. ID 


L1d314o — UJy-Ul— J\l — vjIU 


Method 


BLASTX 


NCBI GI 


g3860249 


BLAST score 


246 


E value 


b . Ue-zl 


i v iaLcn iengi_Xi 




% identity 


60 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


211905 


Seq. ID 


LIB3145-039-Q1-K1-G2 



29397 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g3775995 

487 

3.0e-49 

130 

69 

(AJ010461) 



RNA helicase [Arabidopsis thaliana] 



211906 

LIB3145-039-Q1-K1-G5 

BLASTN 

g3687405 

47 

2.0e-17 

63 

94 

Lycopersicon esculentum mRNA for hypothetical protein 
211907 

LIB3145-039-Q1-K1-G6 
BLASTX 



NCBI GI 


g4544386 


BLAST score 


422 


E value 


1 . Oe-4 1 


Match length 


1j j 


% identity 


69 


NCBI Description 


(ACUU /U4 / ) | 




[Arabidopsis 


Seq. No. 




beq. id 




Method 


BLASTN 


NCBI GI 


gl335861 


BLAST score 


48 


E value 


3.0e-18 


Match length 


100 


% identity 


87 


NCBI Description 


Glycine max 


Seq. No. 


211909 


Seq. ID 


LIB3145-039 


Method 


BLASTX 


NCBI GI 


g4160300 


BLAST score 


152 


E value 


6.0e-10 


Match length 


59 


% identity 


47 


NCBI Description 


(AJ011893) 


Seq. No. 


211910 


Seq. ID 


LIB3145-039 


Method 


BLASTX 


NCBI GI 


g4566614 


BLAST score 


225 


E value 


1.0e-18 


Match length 


86 


% identity 


51 



cyclin D3.1 protein [Nicotiana tabacum] 



29398 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 

211911 

LIB3145-039-Q1-K1-H2 

BLASTX 

g3355468 

531 

2.0e-54 

123 

89 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 

211912 

LIB3145-039-Q1-K1-H4 

BLASTX 

gl351359 

291 

3.0e-26 

69 

71 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 7 . 8 KD PROTEIN 

(MITOCHONDRIAL HINGE PROTEIN) {CR7 ) >gi_1071788_pir S48690 

ubiquinol— cytochrome-c reductase (EC 1.10.2.2) UK protein 

- potato >gi_488712_emb_CAA558 60_ (X7 9273) 

ubiquinol — cytochrome c reductase [Solanum tuberosum] 



Seq. No. 


211913 


Seq. ID 


LIB3145-039-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2961357 


BLAST score 


224 


E value 


2.0e-18 


Match length 


134 


% identity 


36 


NCBI Description 


(AL022140) putative protein 


Seq. No. 


211914 


Seq. ID 


LIB3145-040-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g549063 


BLAST score 


470 


E value 


3.0e-47 


Match length 


133 


% identity 


70 


NCBI Description 


TRANSLATIONALLY CONTROLLED 



factor homolog - rice >gi_303835 
21kd polypeptide [Oryza sativa] 

Seq. No. 211915 

Seq. ID LIB3145-040-Q1-K1-A12 

Method BLASTX 

NCBI GI g3763933 

BLAST score 329 

E value 1.0e-30 



PROTEIN HOMOLOG (TCTP) 
ident histamine-releasi] 
dbj_BAA02151_ (D12626) 



29399 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 
74 

(AC004450) unknown protein [Arabidopsis thaliana] 
211916 

LIB3145-040-Q1-K1-A2 

BLASTX 

gl!73218 

511 

5.0e-52 

100 

97 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

211917 

LIB3145-040-Q1-K1-A5 

BLASTX 

g2500354 

636 

l.Qe-66 

121 
97 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_19028 94_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 



Seq. No. 


211918 


Seq. ID 


LIB3145-040-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2289003 


BLAST score 


259 


E value 


2.0e-22 


Match length 


133 


% identity 


61 


NCBI Description 


(AC002335) membrane transporter Dl isolog [Arabidopsi. 




thaliana] 


Seq. No. 


211919 


Seq. ID 


LIB3145-040-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2335098 


BLAST score 


175 


E value 


1.0e-12 


Match length 


82 


% identity 


41 


NCBI Description 


(AC002339) unknown protein [Arabidopsis thaliana] 


Seq. No. 


211920 


Seq. ID 


LIB3145-040-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4325371 


BLAST score 


356 


E value 


6.0e-34 


Match length 


97 


% identity 


69 


NCBI Description 


(AF128396) contains similarity to Medicago truncatula 



N7 



29400 



protein (GB:Y17613) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211921 

LIB3145-040-Q1-K1-B10 

BLASTX 

g3915847 

167 

1.0e-ll 

37 
76 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
4 OS ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211922 

LIB3145-040-Q1-K1-B11 

BLASTX 

g4115922 

591 

2.0e-61 

128 

85 

(AF118222) contains similarity to ubiquitin 
carboxyl-terminal hydrolase family 2 (Pf am: PF00443, 
score=48.3, E=3.5e-13, N=2) and (Pf am: PF00442, Score=40.0 
E=5.2e~08, N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211923 

LIB3145-040-Q1-K1-B2 

BLASTX 

g2914700 

393 

1.0e-38 

77 
94 

(AC003974) 
thaliana] 



tRNA-processing protein SEN3-like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211924 

LIB3145-040-Q1-K1-B4 

BLASTX 

gl399380 

360 

2.0e-34 

79 

85 

(U43683) S-adenosyl-L-methionine:delta24-sterol-C- 
methyltransf erase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211925 

LIB3145-040-Q1-K1-B6 

BLASTX 

gl32659 

364 

9.0e-35 

85 

79 

SOS RIBOSOMAL PROTEIN 



L13, CHLOROPLAST PRECURSOR (CL13) 



29401 



>gi_81483_pir A32033 ribosomal protein L13 precursor, 

chloroplast - spinach >gi_170133 (J04461) ribosomal protein 
L13 [Spinacia oleracea] 



Seq. No. 


211926 


Seq. ID 


LIB3145-040-Q1-K1-B7 


Mot" Vi riH 

11C Ul l\JvX 


RT.ASTX 


NTPP.T CI 

LN J_> X OX 


1 uu 11 0 




41 1 

1 X X 


TP T7a1 no 
Hi v aiuc 


2.0e-40 


M^tr*}*! "1 Ann , t"hi 
11 d u on x ciiy L-ii 


93 


^ XU.cIlt_X uy 


fil 

0 X 


NCBI Description 


(AC000375) EST gb H3704 4 comes from this gene. 




thaliana] 


Seq. No. 


211927 


q prr TD 

0 C . 1U 


LIB3145-040-O1-K1-C11 


i. it: UilvjvJ. 


PJ.A^TN 




y <£. 1 JU 


Lj Lulu X D J. C 


174 


E value 




Mafr'li "1 <^r4- V> 

naucn xenytii 


X-30 








Swi pfpni ^ hnmi 1 "i ^ DKfA for simole tandem reneat 


Seq. No. 


211928 




L1DJ14 J UfiU yl l\X \jO 


rjeunoQ 


JDXjiiO 1 IN 


\7r ,i DT r*T 


/voooi *7on 

goozi /ou 


DT ACT 1 cpAro 




E value 




jyiaL.cn ±engr.n 




& "t Hani - 1 i~\7 


O X 


TvT/^D T T^QCJiTfT T^H — 1 ATI 

in^jdx uescripuion 


AfcilKJkJLlo lacviD OJJiviT. UlUHc a. / X 


JCy 1 IN ♦ 


211929 


Seq. ID 


LIB3145-040-O1-K1-C5 


Method 


BLASTX 


NCBI GI 


gll68251 


BLAST score 


631 


E value 


4.0e-66 


Match length 


135 


% identity 


84 


NCBI Description 


PROBABLE CYSTEINE PROTEINASE A4 94 PRECURSOR 




>gi 1076384 pir S46535 probable cysteine prot 




3,4.22.-) (clone A1494) - Arabidopsis thaliana 



[Arabidopsis 



(341bp) 



>gi_516865_emb_CAA52403_ (X74359) putative thiol protease 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



211930 

LIB3145-040-Q1-K1-C7 

BLASTX 

g3822036 

222 

3.0e-18 

113 
46 



29402 



NCBI Description (AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211931 

LIB3145-040-Q1-K1-C8 

BLASTX 

g3128218 

175 

1.0e-12 

44 

70 

(AC004077) putative endl3 protein [Arabidopsis thaliana] 
211932 

LIB3145-040-Q1-K1-D10 

BLASTX 

g2129752 

362 

1.0e-34 

93 

67 

thioredoxin - Arabidopsis thaliana >gi_992964_emb_CAA84 612_ 
(Z35475) thioredoxin [Arabidopsis thaliana] 



Seq. No. 


211933 


Seq. ID 


LIB3145-040-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


go / ooUU / 


BLAST score 


170 


E value 


z * ue xz 


Match length 


64 


% identity 


56 


NCBI Description 


(AC005499) hypothetical protein [Arabidops 


Seq. No. 


211934 


Seq. ID 


LIB3145-040-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2245064 


BLAST score 


219 


E value 


8.0e-18 


Match length 


116 


% identity 


46 


NCBI Description 


(Z97342) hypothetical protein [Arabidopsis 


Seq. No. 


211935 


Seq. ID 


LIB3145-040-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4508073 


BLAST score 


227 


E value 


9.0e-19 


Match length 


126 


% identity 


37 


NCBI Description 


(AC005882) 43220 [Arabidopsis thaliana] 


Seq. No. 


211936 


Seq. ID 


LIB3145-040-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3540199 



29403 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



# 

127 

3.0e-09 

52 

69 

(AC004260) Putative monosaccharide transport protein 
[Arabidopsis thaliana] 

211937 

LIB3145-040-Q1-K1-E3 

BLASTX 

g224293 

336 

1.0e-31 

68 

100 

histone H4 [Triticum aestivum] 
211938 

LIB3145-040-Q1-K1-E4 

BLASTN 

g4038029 

34 

1.0e-09 

54 

91 

Arabidopsis thaliana chromosome II BAC F504 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

211939 

LIB3145-040-Q1-K1-E7 

BLASTX 

g549063 

456 

1.0e-45 

105 

82 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

211940 

LIB3145-040-Q1-K1-E9 

BLASTX 

gl695719 

637 

8.0e-67 

130 

96 

(D89342) luminal binding protein [Arabidopsis thaliana] 
211941 

LIB3145-040-Q1-K1-F3 

BLASTX 

g2497219 

181 

2.0e-13 



29404 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



110 
36 

HYPOTHETICAL 15.4 KD PROTEIN IN HAS1-JNM1 INTERGENIC REGION 

>gi_626266_pir S47453 probable membrane protein YMR292w - 

yeast (Saccharomyces cerevisiae) >gi_53034 9_emb_CAA56801_ 
(X80836) len:138, CAI:0.12, potential spliced gene, 
hydropho bic composition [Saccharomyces cerevisiae] 

211942 

LIB3145-040-Q1-K1-F5 

BLASTX 

gl31770 

411 

3.0e-40 

111 

68 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold {Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



Seq. No. 


211943 


Seq. ID 


LIB3145-040-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2618688 


BLAST score 


463 


E value 


2.0e-4 6 


Match length 


104 


% identity 


82 


NCBI Description 


(AC002510) putative esterase D [Arabidop 


Seq. No. 


211944 


Seq. ID 


LIB3145-040-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3128203 


BLAST score 


434 


E value 


5.0e-43 


Match length 


122 


% identity 


68 


NCBI Description 


(AC004521) unknown protein [Arabidopsis 


Seq. No. 


211945 


Seq. ID 


LIB3145-040-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3063698 


BLAST score 


155 


E value 


2.0e-10 


Match length 


67 


% identity 


69 


NCBI Description 


(AL022537) putative protein [Arabidopsis 


Seq. No. 


211946 


Seq. ID 


LIB3145-040-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl23563 


BLAST score 


187 



29405 



E value 
Match length 
% identity 
NCBI Description 



5.0e-14 

106 
38 

CHLOROPLAST SMALL HEAT SHOCK PROTEIN >gi_8178 6_pir S00375 

heat shock 22K protein - soybean (fragment) 
>gi_18659_emb_CAA30168_ (X07188) hsp22 (181 AA) [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211947 

LIB3145-040-Q1-KX-G1 

BLASTX 

g70762 

354 

9.0e-34 

90 

83 

histone H4 - bovine >gi_70763_pir HSPG4 histone H4 - pig 

>gi_707 65_pir HSCH4 histone H4 - chicken 

>gi_70766_pir HSTR4 histone H4 - rainbow trout 

>gi_30804 63_emb_CAB11423_ (Z98744) histone H4 [Homo 
sapiens] 

211948 

LIB3145-040-Q1-K1-G3 

BLASTX 

g2459421 

449 

9.0e-45 

129 

61 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

211949 

LIB3145-040-Q1-K1-G4 

BLASTX 

g418401 

147 

2.0e-09 

66 

42 

HYPOTHETICAL 18.5 KD PROTEIN IN GLY1-GDA1 INTERGENIC REGION 
>gi_320707_pir S30833 hypothetical protein YEL044w - yeast 

{Saccharomyces cerevisiae) >gi_603635 (U18779) Yel044wp 

[Saccharomyces cerevisiae] 

211950 

LIB3145-040-Q1-K1-G6 

BLASTX 

g2244732 

716 

5.0e-76 

138 

87 

(D88413) endo-xyloglucan transferase 



[Gossypium hirsutum] 



Seq. No. 



211951 



29406 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-040-Q1-K1-H1 

BLASTN 

g3047100 

36 

9.0e-ll 

106 
89 

Arabidopsis thaliana BAC F6N23 



<0 r\ /~r XT,-. 

oeq. wo. 


91 1 Q^9 
Zll 




T TR^I AR — DAH — HI — PCI — Wl fl 


lie umj^j. 


DJJflO -L ^i. 


MpDT (IT 
IN V-/ £j Jl OX 




BLAST score 


265 


E value 


3.0e-23 


Match length 


:? / 


% identity 


an 
b / 


NCBI Description 


v^yoyooj NArioJcua protein L^iaDiaopsis unananaj 


Seq. No. 




Seq. ID 


Llbol4 0 — U4 U — yi — rvl — nlZ 


ixieT.no a. 


RT HQ TV 






BLAST score 


193 


E value 


8.0e-15 


Match length 


0 1 


s identity 


44 


NCBI Description 


(AFllozzo) No derinition line round [Araoiaopsis 


Seq. No. 


^119o4 


Seq. ID 


LIdo14o — U4 U — yi — J\l — no 


LYietnoa 




MpDT (IT 




DJjfliJ 1 oUvlC 


207 


E value 


6.0e-20 


Match length 


84 


% identity 


63 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana 


Seq. No. 


211955 


Seq. ID 


LIB3145-040-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gll25691 


BLAST score 


200 


E value 


1.0e-22 


Match length 


73 


% identity 


88 


NCBI Description 


(X94301) DnaJ protein [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



211956 

LIB3145-041-Q1-K1-A1 

BLASTX 

g4056488 

465 

7.0e-47 

97 

82 



29407 



NCBI Description (AC005896) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211957 

LIB3145-041-Q1-K1-A12 

BLASTX 

g2809237 

171 

2.0e-12 

44 

64 

(AC002560) F21B7.6 [Arabidopsis thaliana] 



Seq. No. 


211958 


Seq. ID 


LIB3145-041-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3643594 


BLAST score 


368 


T*! v3 1 up 

111 V dJ- 


2 . Oe-35 




95 


% identitv 


75 


KfPRT np<;rrin't"i on 


fAC005395) unknown orotein TArabidoosis 


Sea No 


211959 




LIB3145-041-O1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2191171 


RT.A^JT cirri Tf^ 


162 


Hj V Ct_L UCT 


1 . Oe-11 


Ma +* r* Vi 1 &nrr"t~V , i 




S- ■? H on "h "i +■ \r 






(AF007270) similar to A. thaliana DI19 




f AT^bi dn'oc. i thaliana 1 

[_ .n j. g jl k/ o -L ij l^iuj — uu±j.u>j 


Seer. No - 


211960 


Seq. ID 


LIB3145-041-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2760537 




348 


Cj value 


4 . Oe-33 


A/T -*n 4— /*i V% I r*> ^ \-\ 

LYiaucn ±engtn 




% identity 


76 


NCBI Description 


(Y16088) cytosolic form of cyclophilin 


Seq. No. 


211961 


Seq. ID 


LIB3145-041-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2664210 


BLAST score 


268 


E value 


8.0e-24 


Match length 


89 


% identity 


60 


NCBI Description 


(AJ222644) asparaginyl-tRNA synthetase 




thaliana] 


Seq. No. 


211962 


Seq. ID 


LIB3145-041-Q1-K1-B7 


Method 


BLASTX 



(NID:g469110) 



29408 



CI 



NCBI GI 


g3063396 


BLAST score 


358 


Hi V CIJL LLC? 


2. Oe-34 


LlaLUH -LCI iy L, 11 


74 


15 lUelll-lLy 


o u 


NCBI Descriotion 


(AB012947) vcCyP [Vicia faba] 




2H963 


Seq. ID 


LIB3145-041-O1-K1-B9 




BLASTX 


NCBI GI 


g3170548 


BLAST score 


167 


J— i V Cl 1 LLC 


5. Oe-12 


LlGLL-l— -11 J.Cil^ L.11 


94 




37 


NCBI Description 


(AF056116) unknown [Fugu rubripes] 


JCLj i LN VJ • 


?1 1 964 


Seq. ID 


LIB3145-041-O1-K1-C12 


L1C U. 11UU 


BLASTX 


NCBI GI 


g4235644 


BLAST score 


159 


Lj Value 




L v lCl UOll icily Uil 










(AF119040) polyprotein [Lycopersicon esculentuin] 


seq. lno. 


911 QfiS 

ill JuJ 




LIB3145-041-O1-K1-C3 


1 it; luuu 




NCBI GI 


g3170480 


BLAST score 


203 


JL V ct 1 U." 


JiUC X w 


lyiatcn lengtn 


o / 






INV-rOl UCOULXLyLlvU 


fAF0R?86^ PTSTTT.T.ATA homoloa MfPI-1 TMichelia fiaol 


OctJ • INvJ • 


91 1 Qfifi 
ill juo 


Seq. ID 


LIB3145-041-Q1-K1-C4 


L iC L11UU. 


RT.ASTX 


NCBI GI 


g461753 


BLAST score 


359 


E value 


2.0e-34 


Match length 


90 


% identity 


83 


NCBI Description 


ATP -DE PENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA 



PRECURSOR >gi_419773_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



211967 

LIB3145-041-Q1-K1-C6 

BLASTX 

g3395938 

140 

8.0e-09 



29409 



Match length 

% identity 

NCBI Description 



45 
62 

(AF07 6924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211968 

LIB3145-041-Q1-K1-C7 

BLASTX 

gll69384 

306 

3.0e-28 

85 

66 

DNAJ PROTEIN 
ANJ1 protein 



HOMOLOG ANJ1 >gi_543510_pir JQ2142 chaperone 

- Atriplex nummularia 



211969 

LIB3145-041-Q1-K1-C8 

BLASTX 

g2493144 

283 

1.0e-25 

72 

82 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD^PROTEOLIPID SUBUNIT) >gi_2 11822 l_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 


211970 


Seq. ID 


LIB3145-041-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3461845 


BLAST score 


159 


E value 


5.0e-ll 


Match length 


53 


% identity 


49 


NCBI Description 


(AC005315) hypothetical protein [Arabidopsis 


Seq. No. 


211971 


Seq. ID 


LIB3145-041-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3334113 


BLAST score 


412 


E value 


1.0e-40 


Match length 


79 


% identity 


97 


NCBI Description 


ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 ( 




acyl-CoA-binding protein [Gossypium hirsutum] 


Seq. No. 


211972 


Seq. ID 


LIB3145-041-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


g440170 


BLAST score 


222 



U35015) 



29410 



E. y^Jue 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-122 

258 
97 

Z.mays (C6000237) trpA gene 
211973 

LIB3145-041-Q1-K1-D12 

BLASTX 

g2642648 

322 

4.0e-30 

76 

88 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617] 
cytosolic heat shock 70 protein [Spinacia oleracea] 



beq. wo. 


ZLL¥ / 4 


Seq. ID 




Method 


T5T TV O fTlV 

BLASTX 




g4 Doy j Jo 


hsLiAoi score 




Hi V d_L LLC 




Match length 


94 


% identity 


85 


NCBI Description 


(AL035539) putative protein [Arabidopsis 


Seq. No. 


211975 


Seq. ID 


LIB3145-041-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3068713 


BLAST score 


177 


E value 


4.0e-13 


Match length 


86 


% identity 


44 


NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 


Seq. No. 


211976 


Seq. ID 


LIB3145-041-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g541816 


BLAST score 


204 


E value 


1.0e-16 


Match length 


49 


% identity 


78 


NCBI Description 


protein kinase - common ice plant >gi_457 



(Z30329) protein kinase [Mesembryanthemum crystallinum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



211977 

LIB3145-041-Q1-K1-E10 

BLASTX 

g2342735 

250 

1.0e-21 

63 

81 



29411 



NCBI Description (AC002341) unknown protein [Arabidop$is thaliana] 



Seq. No. 


211978 


Sea. ID 


LIB31 45-04 1-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3023858 


BLAST score 


387 


E value 


9.0e-38 


Match length 


92 


% identity 


79 


NCBI Description 


GUANINE NUCLEOT I DE-BINDING ] 




PROTEIN >gi 1256608 (U44850 




[Glycine max] 


Seq. No. 


211979 


Seq. ID 


LIB3145-041-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl888485 


BLAST score 


408 


F! Vr5 1 UP 


3 . Oe-40 


Match lencrt h 


96 


l fipnf- i +- \t 


77 


NPRT np^PTi nt i on 


fY1174 c H di hvdrof lavonol 4- 


Seq. No. 


211980 


Seq. ID 


LIB3145-041-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


a2914703 


BLAST score 


200 


-l—i VaXUC 


6. Oe-16 


Match lencrth 


86 


O ±UC11L.J-Ujf 


51 






Seq. No. 


211981 


Seq. ID 


LIB3145-041-O1-K1-F3 


Method 


BLASTX 


^CBI GI 


g!15840 


BLAST score 


240 


E value 


1.0e-20 


Match 1 pncrth 


68 




76 


NCBI Description 


CCAAT-BINDING TRANSCRIPTION 










Seq. No. 


211982 


Seq. ID 


LIB3145-041-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g729274 


BLAST score 


154 


E value 


2.0e-10 


Match length 


89 


% identity 


39 



G protein beta subunit 



reductase [Vitis vinifera] 



FACTOR SUBUNIT A (CBF-A) (NF-Y 



NCBI Description 



40 KD PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) 

( ROTAMA2E ) ( CYCLOPHILIN- 40) ( C YP- 4 0 ) ( C YCLOPHI L IN— RELATED 

PROTEIN) >gi_422797_pir A45981 peptidylprolyl isomerase 



29412 



(EC 5.2.1.8) CyP-40 - human >gi_348910 (L11667) 
cyclophilin-40 [Homo sapiens] >gi_1769812_dbj_BAA09923_ 
(D63861) cyclophilin 40 [Homo sapiens] 



Seq. No. 


211983 




Jj±D Jl^ J U *x X StX I\.X £ U 




DXiriO 1A 


VfPOT pT 


ciOOAAl Q9 


DiinOl oOWXo 




E value 


• Uc ft Z, 


riaucn xengun 




^ X(J.cIH_XLy 


ft? 


KffRT Plo epr 1 ! r*i+" i /^*n 

l\ X JJtJO V-X XLy LXtJiJ. 


f 7 Q ~7 ^ "3 {-^ a -n \c\tv *i ti ViotyioI nrr 

\ Lx J f ~J ^) \J f CJ.J. i jV V 1 Lll X UU 


Seq. No. 


211984 


Seq. ID 


LIB3145-041-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl31770 


-BLAST score 


216 


E value 


1.0e-17 


Match length 


61 


% identity 


67 


NCBI Description 


40S RIBOSOMAL PROTEIN S£ 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



211985 

LIB3145-041-Q1-K1 

BLASTX 

g4539543 

408 

3.0e-40 

81 

96 

(AJ133422) 
[Nicotiana 



-G2 



glyceraldehyde-3-phosphate dehydrogenase 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211986 

LIB3145-041-Q1-K1-G3 

BLASTX 

g2924777 

296 

4.0e-27 

90 

70 

(AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



211987 

LIB3145-041-Q1-K1-G6 

BLASTX 

g728744 

259 

9.0e-23 
84 



29413 



® 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

AUXIN- INDUCED PROTEIN PCNT115 >gi_100305__pir S16390 

auxin-induced protein - common tobacco 
>gi_19799_emb_CAA39708_ (X56267) auxin-induced protein 
[Nicotiana tabacum] 

211988 

LIB3145-041-Q1-K1-G7 

BLASTX 

gl34792 

279 

4.0e-25 

92 

61 

MICROSOMAL SIGNAL PEPTIDASE 21 KD SUBUNIT (SPC21) 

>gi_89064_pir A34229 signal peptidase (EC 3.4.99.-) 21K 

chain - dog >gi_164084 (J05069) signal peptidase 21 kDa 
subunit [Canis f amiliaris] 

211989 

LIB3145-041-Q1-K1-H1 

BLASTX 

g425194 

485 

3.0e-49 

95 

98 

(L26243) heat shock protein [Spinacia oleracea] >gi__2660772 
(AF034618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 



Seq. No. 


211990 


Seq. ID 


LIB3145-041-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4455199 


BLAST score 


373 


E value 


3.0e-36 


Match length 


95 


% identity 


80 


NCBI Description 


(AL035440) putative protein 


Seq. No. 


211991 


Seq. ID 


LIB3145-041-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3641837 


BLAST score 


360 


E value 


1.0e-34 


Match length 


95 


% identity 


73 


NCBI Description 


(AL023094) Nonclathrin coat 




[Arabidopsis thaliana] 


Seq. No. 


211992 


Seq. ID 


LIB3145-041-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2213425 


BLAST score 


167 



- like protein 



29414 



E value 
Match length 
% identity 
NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-12 

37 

78 

(Z97064) hypothetical protein [Citrus x paradisi] 
211993 

LIB3145-042-Q1-K1-A11 

BLASTX 

gl29916 

666 

3.0e-70 

140 

93 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 


211994 


Seq. ID 


LIB3145-042-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3402683 


BLAST score 


238 


E value 


5.0e-20 


Match length 


104 


% identity 


53 


NCBI Description 


(AC004697) patatin-li 


Seq. No. 


211995 


Seq. ID 


LIB3145-042-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3334261 


BLAST score 


174 


E value 


2.0e-12 


Match length 


35 


% identity 


80 


NCBI Description 


METALLOTHIONEIN-LIKE 



PROTEIN TYPE 2 >gi_1655851 (U61973) 
metallothionein-like protein [Malus domestical 



Seq. No. 


211996 


Seq. ID 


LIB3145-042 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


430 


E value 


2.0e-42 


Match length 


109 


% identity 


73 


NCBI Description 


(AC005169) 


Seq. No. 


211997 


Seq. ID 


LIB3145-042 


Method 


BLASTX 


NCBI GI 


g3859607 


BLAST score 


375 


E value 


5.0e-36 


Match length 


102 


% identity 


71 



unknown protein [Arabidopsis thaliana] 



29415 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF104919) contains similarity to cysteine proteases (Pfam: 
PF00112, E=.21, N=l) [Arabidopsis thaliana] 



211998 

LIB3145-042-Q1-K1-A9 

BLASTX 

g972921 

294 

7.0e-27 

100 

57 

(U18411) IAA9 [Arabidopsis thaliana] 
>gi_2832666_emb_CAA16692_ (AL021684) 
IAA9 [Arabidopsis thaliana] 



auxin-induced protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211999 

LIB3145-042-Q1-K1-B12 

BLASTX 

g548774 

402 

3.0e-39 

99 

78 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

212000 

LIB3145-042-Q1-K1-B2 

BLASTX 

g4325371 

245 

7.0e-21 

64 

73 

(AF128396) contains similarity to Medicago truncatula N7 
protein (GB:Y17613) [Arabidopsis thaliana] 



212001 

LIB3145-042-Q1-K1-B3 

BLASTX 

gl70753 

522 

2.0e-53 

112 

79 

(M95819) initiation factor 
aestivum] 



(iso)4F p28 subunit [Triticum 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



212002 

LIB3145-042-Q1-K1-B4 

BLASTX 

gl063415 

202 

7.0e-23 

104 

58 



29416 



o 



NCBI Description (L40948) K+ channel protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212003 

LIB3145-042-Q1-K1-B6 

BLASTX 

g2493052 

333 

4.0e-31 

69 

86 

ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 
>gi_1655486_dbj_BAA13602_ (D88377) epsilon subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 



Seq. No. 


212004 




T TR^I 4^-049-01 -VI -R7 

JJJ.D014 J KJ*±£. \£±. J-V J_ JD / 




Dlii-lD 1 A- 








■~J *J 


E value 


o . ue—ou 


naicn lengtn 


i ^ 


Q- n /j/>n^ i 4-tt 

^ ia,eiii.iL.y 


R9 




^A^U4 Ox / OiJLMiTtXUX L**- 1 - CLJJ-LUvJ^'iS 1 O Ulld J. J_ CI 11 CI j 


Seq. No. 


212005 


Seq. ID 


LIB3145-042-Q1-K1-B9 


Method 


"DT ACTY 
DiiAOIA 




g^ubo o 


BLAST score 


CIO 


Hj VdlUc 


A Ho— R9 

. ue 


Match length 


1 1 c 

±io 


% identity 


Q "3 

oo 


iNL-ni. ue script ion 


\±\&\J±£ / J VCv^yi: [ VlCla laDaJ 


oeq . ino • 


ZiZUUO 


Seq. ID 


LIB3145-042-Q1-K1-C6 


Method 


BLASTX 




yi J1UJDJ 


BLAST score 


201 


E value 


9.0e-16 


Match length 


42 


% identity 


86 


NCBI Description 


(AC007017) putative DNA-binding protein 




thaliana] 


Seq. No. 


212007 


Seq. ID 


LIB3145-042-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2924512 


BLAST score 


175 


E value 


1.0e-12 


Match length 


72 


% identity 


49 


NCBI Description 


(AL022023) beta-galactosidase - like pre 




thaliana] 


Seq. No. 


212008 



29417 



Seq. ID 


LIB3145-042-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2245107 


BLAST score 


429 


E value 


2.0e-42 


Match length 


124 


% idpntitv 


44 


NCBI Description 


(Z97343) thioesterase homolog [Arabidop; 


S p rr No 


212009 


Sea. ID 


LIB3145-042-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl39780 


BLAST score 


278 


E value 


1.0e-24 


Match lencrth 

-L- X{*X l—» A A -J- V>»X X I** XX 


102 


% i dent it v 


55 


NCRT Dp spTrir>t ion 


WOUND-INDUCED PROTEIN 1 >gi 82293 pir 




— potato 


^prr No 


212010 


Seq. ID 


LIB3145-042-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g515377 


BLAST score 


163 


F va 1 hp 


3.0e-ll 


Mstch 1 printh 


59 


2r T HpTft" 1 "h\7 


63 


NCBI Description 


(X79715) histone H4 [Lolium temulentum] 


O C U • liU ■ 


212011 


Seq. ID 


LIB3145-042-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl905785 


BLAST score 


287 


F va 1 iip 

i— 1 v CJ. -L. H 


7 0e-26 


Mptrh 1 pnrrhh 


93 


2: *i HpttI - 1 i"W 


63 


NPRT Dp^oti nt" i on 


(Y10685} G/HBF-1 TGlvcine maxl 


o ts ^ « J.N U • 


212012 


Seq. ID 


LIB3145-042-O1-K1-D12 


Method 


BLASTX 

X^XnlXTxk^ 4. * x 


NCBI GI 


g4336436 


BLAST score 


418 


F. valnp 


4 .0e-41 


M^itcn 1 print h 


114 




68 


NCBI Description 


(AFO 924321 orotein ohosohatase tvoe 2C 






Seq. ID 


LIB3145-042-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3757522 


BLAST score 


371 


E value 


9.0e-36 


Match length 


115 



JQ0398 wunl protein 



29418 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
212014 

LIB3145-042-Q1-K1-D3 

BLASTX 

g4102861 

542 

1.0e-55 

116 
87 

(AF016893) copper/zinc-superoxide dismutase [Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212015 

LIB3145-042-Q1-K1-D5 

BLASTX 

g2507281 

698 

5.0e-74 

125 

99 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_1668706_emb_CAA660 4 i 
(X97380) atran2 [Arabidopsis thaliana] 

212016 

LIB3145-042-Q1-K1-D6 

BLASTX 

g2102691 

404 

2.0e-39 

126 

65 

(U64817) fructokinase [Lycopersicon esculentum] 
212017 

LIB3145-042-Q1-K1-D8 

BLASTX 

g2244792 

599 

2.0e-62 

133 

79 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
212018 

LIB3145-042-Q1-K1-E1 

BLASTX 

g3876465 

321 

1.0e-29 

79 

77 

(Z81071) predicted using Genefinder; Similarity to Human 
small nuclear ribonucleoprotein E (SW:P08578); cDNA EST 
yk375g7.3 comes from this gene; cDNA EST yk375g7.5 comes 
from this gene; cDNA EST yk435f5.3 comes from this gene; 



29419 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212019 

LIB3145-042-Q1-K1-E10 

BLASTX 

g81661 

375 

4.0e-36 

137 

58 

tryptophan synthase (EC 
Arabidopsis thaliana 



4.2.1.20) beta-2 chain - 



212020 

LIB3145-042-Q1-K1-E11 

BLASTX 

g2281330 

205 

4.0e-16 

99 
43 

(U85646) putative pectate lyase Nt59 [Nicotiana tabacum] 
212021 

LIB3145-042-Q1-K1-E3 

BLASTX 

g4512657 

193 

2.0e-16 

109 

45 

(AC006931) putative APG protein [Arabidopsis thaliana] 
>gi_4544463_gb_AAD22370.1_AC006580_2 (AC006580) putative 
APG isolog protein [Arabidopsis thaliana] 

212022 

LIB3145-042-Q1-K1-E5 

BLASTX 

g2982453 

203 

5.0e-16 

57 
68 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 

212023 

LIB3145-042-Q1-K1-E7 

BLASTX 

g2499498 

210 

9.0e-17 

47 
87 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC 

>gi_1161602__emb_CAA88840_ (Z48976) phosphoglycerate kinase 
(PGK) [Nicotiana tabacum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ; identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212024 

LIB3145-042-Q1-K1-E8 

BLASTX 

g2129656 

168 

4.0e-12 

67 

60 

OBP33pep protein - Arabidopsis thaliana (fragment) 
>gi_1022801 (037699) 0BP33pep [Arabidopsis thaliana] 

212025 

LIB3145-042-Q1-K1-F1 

BLASTX 

gll68410 

595 

7.0e-62 

139 

84 

FRUCTOSE-B IS PHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 2 

>gi_2118267_pir S58167 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927505_emb_CAA61947_ (X89829) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212026 

LIB3145-042-Q1-K1-F11 

BLASTX 

g2246454 

478 

3.0e-48 

108 

81 

(U71108) S-adenosyl-methionine-sterol-C- 
[Nicotiana tabacum] 



methyltransf erase 



Seq. No. 


212027 


Seq. ID 


LIB3145-042-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


599 


E value 


3.0e-62 


Match length 


145 


% identity 


79 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


Seq. No. 


212028 


Seq. ID 


LIB3145-042-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3193286 


BLAST score 


213 


E value 


3.0e-17 


Match length 


74 


% identity 


59 


NCBI Description 


(AF069298) T14P8.22 gene product [Arabidopsis thaliana] 


Seq. No. 


212029 


Seq. ID 


LIB3145-042-Q1-K1-F5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4538967 

256 

4.0e-22 

63 

78 

(AL049488) 
thaliana] 



major intrinsic protein (MlP)-like [Arabidopsis 



Starr Nn 


212030 




T.TR^I 4^-049-01 -K1 — 


Mpt hnd 


BLASTX 


NCBI GI 


gl419088 


BLAST <?rorp 


572 


E value 


4.0e-59 


Match length 


137 


o ±uciil>± u y 


7 5 
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ixie tnoa 


DT TVCPV 


IN^Dl Ul 


rf^QOT 01 A 
y o 3U iui*± 




9^ 
j -j 


E value 


1.0e-19 


Match length 


55 


3- -! An , l- i 4-tt 

•6 laentiuy 


/ 0 


1N^D_L UcoulipUlUIi 


Irioijuoou/ me tail o um onein 1 1 ks procsin Class 11 




sylvatica] 


oeq . 1NO . 


91 9ft ^9 


OcCj. ±U 


lilnolft D yi-i\l - bii 


T\.Aj-\ 4- \\ r\ /~i 
L w lC LIlwU 


Dixrio 1 A 


NCBI GI 


a3341693 


BLAST score 


149 


E value 


1.0e-09 


Match length 


137 


% identity 


33 


NCBI Description 


(AC003672) unknown protein [Arabidopsis thaliana] 


Seq. No. 


212033 


Seq. ID 


LIB3145-042-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g401322 


BLAST score 


554 


E value 


4.0e-57 


Match length 


122 


% identity 


89 



NCBI Description VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



212034 

LIB3145-042-Q1-K1-G7 

BLASTX 

g4531444 

605 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-63 

142 

78 

(AC006224) putative protein kinase [Arabidopsis thaliana] 
212035 

LIB3145-042-Q1-K1-G8 

BLASTX 

g3153902 

420 

2.0e-41 

107 

78 

(AE066076) 14-3-3-like protein [Helianthus annuus] 
212036 

LIB3145-042-Q1-K1-G9 

BLASTX 

gl00099 

544 

7,0e-56 

135 

78 

DNA-binding protein VBP1 - fava bean >gi_1372966 (M81827) 
CREB-like protein [Vicia faba] 

212037 

LIB3145-042-Q1-K1-H11 

BLASTX 

g4335763 

287 

1.0e-25 

104 

50 

(AC006284) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212038 

LIB3145-042-Q1-K1-H12 

BLASTX 

g322750 

464 

1.0e-46 

89 
99 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

212039 

LIB3145-042-Q1-K1-H2 

BLASTX 

g421867 

266 

2.0e-23 
88 
65 

ubiquitin / ribosomal protein CEP52 



turnip >gi_347 0 64 
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(L21898) ubiquitin/ribosomal protein [Brassica rapa] 
>gi_395079_emb_CAA80863_ (Z24738) ubiquitin/ribosomal 
protein [Brassica rapa] 



Seq. No. 


212040 


Cprr TD 


LIB3145-042-O1-K1-H6 




RT.A^TX 

DliTliJ 1 jTX 




y ji. »j ii. / j. 




221 


Iii Value 


4 * lO 


Tv/Tn -f- r^\"\ 1 OTnT'fr'H 
ria luii j-diyuii 


111 
1 -L J- 


Sr -1 Hont* 1 1 v 

O lUCllL.lL.Jf 


42 


NCBI Descrintion 


(AFQ01891) unknown [Homo * 


Seq. No. 


212041 


Seq. ID 


LIB3 14 5-0 43-01 -K1-A10 


L it! LHUU 


RT.A^TX 


MPRT {IT 


rr^RQ2722 
y jo ^t. i 




169 


III Value 




L v iai-C-.ii xciiycii 


44 


O 1UU11L1 I.J 


70 


1MUJDX UCoUl lpi-lUll 


( AT.0^1 S4 ^ 1 mitative nrote 


Seq. No. 


212042 


Seq. ID 


LIB3145-043-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3334157 


BLAST score 


339 


E value 


8.0e-32 


Match length 


70 


% identity 


94 


NCBI Description 


PEPT IDYL- PROLYL CIS-TRANS 



OMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 
>gi_1220142__emb_CAA59468_ (X85185) cyclophilin 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212043 

LIB3145-043-Q1-K1-A5 

BLASTN 

g3873174 

55 

4.0e-22 

160 

90 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212044 

LIB3145-043-Q1-K1-A7 

BLASTX 

gl!29145 

566 

2.0e-58 

124 

91 

(X75329) acetyl-CoA C- 



acyltransferase [Mangifera indica] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212045 

LIB3145-043-Q1-K1-B2 

BLASTX 

g2130004 

237 

5.0e-20 

63 

65 

squamosa-promoter binding protein 2 - garden snapdragon 
>gi_l 18386 4_emb_CAA6 3 06 1_ (X92079) s quamo s a-pr omo t er 
binding protein 2 [Antirrhinum ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212046 

LIB3145-043-Q1-K1-B4 

BLASTX 

g479406 

546 

4.0e-56 

122 

62 

chlorophyll a/b-binding protein 
>gi_20671_einb_CAA49149_ (X69215) 
protein [Pisum sativum] 



- garden pea 

chlorophyll a/b-binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212047 

LIB3145-043-Q1-K1-B8 

BLASTX 

g3024017 

502 

6.0e-51 

99 

95 

EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-1A) 
(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 



Seq. No. 


212048 


Seq. ID 


LIB3145-043-Q1-K1-C11 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6- 


Seq. No. 


212049 


Seq. ID 


LIB3145-043-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


209 


E value 


3.0e-17 


Match length 


66 


% identity 


73 


NCBI Description 


(L08199) peroxidase [Gossypium 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212050 

LIB3145-043-Q1-K1-C5 

BLASTX 

g3892051 

279 

6.0e-25 

93 

60 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212051 

LIB3145-043-Q1-K1-C6 

BLASTX 

g3142295 

382 

5.0e-37 

105 

41 

(AC002411) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212052 

LIB3145-043-Q1-K1-C9 

BLASTX 

gl345965 

305 

7.0e-28 

61 

100 

FLORAL HOMEOTIC PROTEIN FBP2 {FLORAL BINDING PROTEIN 2) 
>gi_1181186 (M91666) transcription factor [Petunia hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212053 

LIB3145-043-Q1-K1-D1 

BLASTX 

g2662343 

648 

4.0e-68 
128 
98 

(D63581) 



EF-1 alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212054 

LIB3145-043-Q1-K1-D2 

BLASTX 

g4406764 

368 

2.0e-35 
107 
27 

(AC006836) 
thaliana] 



putative uridylyl transferase [Arabidopsis 



Seq. No. 
Seq. ID 



212055 

LIB3145-043-Q1-K1-D4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



BLASTX 

g3033381 

390 

8.0e-38 

86 

83 

(AC004238) 
thaliana] 



putative UDP-galactose-4-epimerase [Arabidopsis 



C VT/-s 

oeq • NO . 


91 70 




LlDJlri J UrfO \/± Ja-L L/J 


Mot Vi r>H 




NPRT (IT 


a!69363 

y x u j j v j 


BLAST score 


215 


E value 


2.0e-17 


J\J[ -a -4- i— i 1 f~\ /^r "f- lr\ 

ndLCn ieily UI1 


O D 


% identity 




NCBI Description 


tDQ/oooDj rvrKo [ rnaseoj-us vuxgarisj 


beq. No. 




Seq. ID 


Lino 1 4 O — U4J — yi-J\l— hi 


Method 


DT 71 CITY 


JNLB1 bl 


go4 y ji / z 


BLAST score 


435 


E value 


2.0e-43 


Ma ten lengtn 




% identity 


o± 


NCBI Description 


(U89609) fiber annexin [Gossypiuiti hirsutuin] 


beq. no. 


oi o n R Q 


Seq. ID 




LYieunoa 




MPT3T n 


gofi sol / z 




?1 7 


E value 


6.0e-29 


Match length 


74 


% identity 


85 


NCBI Description 


(U89609) fiber annexin [Gossypiuiti hirsutum] 


Seq. No. 


212059 


Seq. ID 


LIB3145-043-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3126969 


BLAST score 


184 


E value 


1.0e-13 


Match length 


95 


% identity 


46 


NCBI Description 


(AF061808) chalcone isomerase [Elaeagnus umbellata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



212060 

LIB3145-043-Q1-K1-E5 

BLASTX 

gl346225 

289 

5.0e-26 

131 

40 
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o 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ENDOGLUCANASE PRECURSOR (ENDO-1, 4-BETA-GLUCANASE) 
(ABSCISSION CELLULASE) >gi_349601 (M57400) cellulase 
[Phaseolus vulgaris] 

212061 

LIB3145-043-Q1-K1-E6 

BLASTX 

g548441 

570 

5.0e-59 

105 

96 

SERINE /THREONINE PROTEIN PHOSPHATASE PP2A CATALYTIC SUBUNIT 

>gi_486805_pir S35502 phosphoprotein phosphatase (EC 

3.1.3.16) 2A - alfalfa >gi_287811_emb_CAA4 984 9_ (X70399) 
phosphoprotein phosphatase type 2A [Medicago sativa] 



Seq. No. 


212062 


Seq. ID 


LIB3145-043-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4510423 


BLAST score 


321 - 


E value 


9.0e-30 


Match length 


88 


% identity 


66 


NCBI Description 


(AC006929) unknown protein [Arabidopsis 


Seq. No. 


212063 


Seq. ID 


LIB3145-043-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl657617 


BLAST score 


315 


E value 


4.0e-29 


Match length 


72 


% identity 


83 


NCBI Description 


(U72503) G2p [Arabidopsis thaliana] >gi 



68707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



212064 

LIB3145-043-Q1-K1-E9 

BLASTX 

gl710587 

212 

2.0e-17 

48 
92 

60S ACIDIC RIBOSOMAL PROTEIN P0 >gi_ 
ribosomal protein P0 [Glycine max] 

212065 

LIB3145-043-Q1-K1-F11 

BLASTX 

g2982247 

222 

7.0e-20 
98 



1196897 (L46848) acidic 
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% identity 

NCBI Description 



51 

(AF051206) probable thioredoxin H [Picea mariana] 



Seq. No. 


212066 


Seq. ID 


LIB3145-043-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


a4432825 
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NCRT Dp^ffi i nt" i on 


(AC006593) putative S0P2p protein [Arabidopsis thaliana] 


flprr No 


212067 


Seq. ID 


LIB3145-043-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


a3047106 


RT.AST venire* 
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Seq. No. 


212068 


Seq. ID 


LIB3145-043-Q1-K1-F4 
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Seq. No. 


212069 


Seq. ID 


LIB3145-043-Q1-K1-F6 


Mpf h nH 
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Seq. No. 


212070 


Seq. ID 


LIB3145-043-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2129803 


BLAST score 


217 


E value 


7.0e-18 


Match length 


91 


% identity 


53 



NCBI Description probable serine/threonine-specif ic protein kinase (EC 

2.7.1.-) BSK2 - rape >gi_289374 (L12394) serine/threonine 

protein kinase [Brassica napus] >gi_1097354_prf 2113401B 

protein kinase [Brassica napus] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



212071 

LIB3145-043-Q1-K1-G10 

BLASTX 

g2673912 

333 

5.0e-34 

98 

72 

(AC002561) unknown protein 



[Arabidopsis thaliana] 



O ~ * L.N KJ . 


212072 


Seq. ID 


LIB3145-043-O1-K1-G11 


Mot" hnH 




MpRT (IT 






508 


E value 
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Match length 


109 


% identity 


93 
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phosphoribosyl pyrophosphate synthetase [Arabidopsis 
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(AC002561) unknown protein [Arabidopsis thaliana] 
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50 


LN OJD J. UcoLlipLl-UXl 


^aluudjoj j puLaLive SLcioiu Dinaiiig proLein LHiaDiaopsis 




thaliana] 


Seq. No. 


212075 


Seq. ID 


LIB3145-043-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl22083 


BLAST score 


212 


E value 


5.0e-17 


Match length 


60 


% identity 


72 


NCBI Description 


HI STONE H3 >gi 70751 pir HSEAH3 histone H3 - Altenstein 




bread tree >gi_224865_prf 1202289A histone H3 




[Encephalartos sp.] 


Seq. No. 


212076 



29430 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-043-Q1-K1-H5 

BLASTN 

g2138087 

59 

1.0e-24 

59 

100 

Castilleja miniata 18S ribosomal 
212077 

LIB3145-043-Q1-K1-H7 

BLASTX 

gl658197 

590 

2.0e-61 

117 
91 

(U74630) 
(U74631) 



RNA gene, partial sequence 



calreticulin 
calreticulin 



[Ricinus communis] 
[Ricinus communis] 



>gi_1763297 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212078 

LIB3145-043-Q1-K1-H9 " 

BLASTX 

g3421087 

462 

2.0e-46 

96 

96 

(AF043524) 20S proteasome subunit PAE1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212079 

LIB3145-044-Q1-K1-A1 

BLASTX 

g441457 

285 

7.0e-26 

55 

96 

(X73419) ubiquitin conjugating enzyme E2 
esculentum] 



[Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



212080 

LIB3145-044-Q1-K1-A2 

BLASTX 

g629602 

320 

9.0e-30 

109 

52 

probable imbibition protein - wild cabbage 

>gi_4 88787_emb_CAA55893_ (X79330) putative imbibition 

protein [Brassica oleracea] 

212081 

LIB3145-044-Q1-K1-A5 
BLASTX 



29431 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4126401 
555 

2.0e-57 

110 

91 

(AB011795) flavanone 3-hydroxylase [Citrus sinensis] 
212082 

LIB3145-044-Q1-K1-A6 

BLASTX 

g2098705 

247 

5.0e-21 

125 

46 

(U82973) pectinesterase [Citrus sinensis] 
212083 

LIB3145-044-Q1-K1-A7 

BLASTX 

g3183347 

170 

4.0e-12 

64 

52 

HYPOTHETICAL 48.5 KD PROTEIN C23C11.04C IN CHROMOSOME I 
>gi_2330768_emb_CAB11157_ (Z98559) SPAC23C11 . 04c; 
len:421aa, similar eg. to C. elegans Q19683, F21D5.5, 
(250aa), fasta scores, opt:395, E():l.le-32, (41.7% 
identity in 223 aa overlap) also similar eg. to YMR156C, 
YM31_YEAST, Q03796, hypothetical 27.4 kd 

212084 

LIB3145-044-Q1-K1-A8 

BLASTX 

g3063701 

381 

7.0e-37 

107 

67 

(AL022537) putative protein [Arabidopsis thaliana] 
212085 

LIB3145-044-Q1-K1-B10 

BLASTX 

g4337197 

392 

4.0e-38 

121 

63 

(AC006403) putative AIG2 protein [Arabidopsis thaliana] 
212086 

LIB3145-044-Q1-K1-B11 

BLASTX 

g4510395 

431 



29432 



E value 
Match length 
% identity 
NCBI Description 



9.0e-43 

100 
83 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 



beg. wo. 


91 9flfi7 


beg. xjj 


T TR?1 A R-0 A A 








rtA 1 1 ^77 
g4 HO 3 I l 


BJjAbi score 


9/11 
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lii Value 


1 Op-90 


Ma-I- oVi "1 /t4- 

riauCii ieng un 




% identity 


49 


NCBI Description 


(AC005967) 


beg. no. 


91 OAQQ 


Seg. ID 




ixiennoa 


JDlxrt.0 1 A 


NCBI GI 




BLAST score 


one; 


E value 


o . ue id 


Match length 


a 




o .? 


NCBI Description 


(AL023094) 


Seg. No. 


212089 


Seg. ID 


LIB3145-044 


Method 


BLASTX 


NCBI GI 


g!24224 


BLAST score 


591 


E value 


2.0e-61 


Match length 


115 


% identity 


96 


NCBI Description 


INITIATION 



unknown protein [Arabidopsis thaliana] 



-Q1-K1-B4 



-B8 



Seg. No. 
Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



:TOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887__emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

212090 

LIB3145-044-Q1-K1-B9 

BLASTX 

g2554835 

615 

3.0e-64 

124 

93 

Chain I, Acetohydroxy Acid Isomeroreductase Complexed With 
Nadph, Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554836_pdb_lYVE__J Chain J, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554837_pdbJLYVE_K Chain K, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554838_pdb_lYVE_L Chain L, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 



29433 



Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
I sopropyloxamate ) 



Seq. No. 


212091 


Seq. ID 


LIB3145-044-Q1-K1-C1 


T\/f /~v 4- Vi n (A 


RT.A^TY 


1NL-I3-L ul 


rrl ^^9S7Q 


rSixfio i SCOre 
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Hi value 


2 Oe-50 


\A \-\ | x-\ 4— 

iYiatcn leng tn 


1U1 
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^YQfinfi^ nnl vnhn rrn i t" i n rp-i nnq ^vlvpstrisl 


Seq. No. 


212092 


Seq. ID 


LIB3145-044-Q1-K1-C10 




H> 1 iHg J. z\ 






dJjAoj. score 




E value 




LYiaTicn xenqT^n 


1 1 c 
llJ 


% identity 


/ 0 


Ln^JjJ. UcoLI -^ir^' — LU11 


{ APOD S^t mihafi vp rvtnrhromp P450 FArabidoo 


Seq. No. 


212093 


Seq. ID 


LIB3145-044-Q1-K1-C12 


Method 


oLiAo i A 


NCBI bl 


gobooi / / 


BLAST score 


olU 


iii vdiue 


1 Do-Oft 


Matcn lengrn 


on 


% identity 


04 


LN<o"JD± L'co^lipLlUii 


( AT.fl "^l ft 04 ^ niTh^'hivp nrnfpin TAT^lni donsis thai 


Sea No 


212094 


Seq. ID 


LIB3145-044-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3024689 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


106 


% identity 


36 


NCBI Description 


TRANSCRIPTION INITIATION FACTOR TFIID 100 KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(TAFII-100) (TAFII100) >gi_1491718_emb_CAA64777_ (X95525) 
hTAFIHOO [Homo sapiens] 

212095 

LIB3145-044-Q1-K1-C6 

BLASTX 

g2688824 

341 

3.0e-32 

90 

76 

(U93273) putative auxin-repressed protein [Prunus 
ariaeniaca] 



Seq. No. 



212096 



29434 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-044-Q1-K1-C8 

BLASTX 

gl22106 

410 

3.0e-40 

82 

100 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_217 95_emb_CAA24 924__ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 

(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 

(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385__gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212097 

LIB3145-044-Q1-K1-D11 

BLASTX 

g584825 

270 

4.0e-24 

56 

88 

B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_297889_emb_CAA51078__ (X72385) B2 protein [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212098 

LIB3145-044-Q1-K1-D12 

BLASTX 

g464981 

274 

2.0e-24 

55 
93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L237 62) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



212099 

LIB3145-044-Q1-K1-D2 

BLASTX 

g2626753 

189 

2.0e-14 

82 
46 

(AB008782) sulfate transporter [Arabidopsis thaliana] 



29435 



Qorr Mn 
oc4* IN (J • 


212100 




LIB3145-044-O1-K1- 






NCBI GI 


gl653488 


BLAST score 


145 


Hi vaxue 




ixiaL.cn. j_engtn 


SI 


% identity 


47 
*i / 


MPRT Hocrri Tsi~ i on 


(0909141 hvoothet 


O S q • LN U . 


212101 




LIB3145-044-O1-K1 


Mo +■ n nH 


BLASTX 

1111 ' v ^ J X i\ 


NCBI GI 


g729252 


BLAST score 


367 


E value 


4.0e-35 


Match length 


108 


% identity 


63 


NCBI Description 


CYTOCHROME B5 >gi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



oleracea] >gi_384338_prf_ 
oleracea] 



(M87514) cytochrome b-5 [Brassica 
1905426A cytochrome b5 [Brassica 



212102 

LIB3145-044-Q1-K1-E1 

BLASTX 

g2245095 

195 

4.0e-15 

48 

77 

(Z97343) formyltransf erase purU homolog [Arabidopsis 
thaliana] 



212103 

LIB3145-044-Q1-K1-E10 

BLASTX 

g2511689 

410 

3.0e-40 

120 

62 

(Z99952) cysteine proteinase precursor 



[Phaseolus vulgaris] 



212104 

LIB3145-Q44-Q1-K1-E11 

BLASTX 

g2367392 

273 

3.0e-24 

111 

45 

(U82513) random slug cDNA25 protein [Dictyostelium 
discoideum] 



Seq. No. 
Seq. ID 
Method 



212105 

LIB3145-044-Q1-K1-E2 
BLASTX 



29436 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4530585 
357 

5.0e-34 

85 

74 

(AF130978) B12D protein [Ipomoea batatas] 
212106 

LIB3145-044-Q1-K1-E3 

BLASTX 

gl25887 

263 

5.0e-23 

118 

45 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854__ (X15855) LAT52 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212107 

LIB3145-044-Q1-K1-E6 

BLASTX 

g2129472 

530 

3.0e-54 

119 

84 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 
precursor - Scotch pine >gi_1100225 (L32561) 
glyceraldehyde-3-phosphate dehydrogenase [Pinus sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



212108 

LIB3145-044-Q1-K1-E7 

BLASTX 

g2459417 

337 

1.0e-31 

124 

57 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 

212109 

LIB3145-044-Q1-K1-E9 

BLASTN 

g3821780 

36 

9.0e-ll 

37 

61 

Xenopus laevis cDNA clone 27A6-1 
212110 

LIB3145-044-Q1-K1-F11 

BLASTX 

g2129726 



29437 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152 

4.0e-10 

32 
91 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi_514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi_4544370_gb_AAD22281.1_AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212111 

LIB3145-044-Q1-K1-F12 

BLASTX 

g3176709 

182 

1.0e-13 

104 

35 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl /benzoyl transf erase [Arabidopsis 
thaliana] 



Seq. No. 


212112 


Seq. ID 


LIB3145-044-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3738283 


BLAST score 


402 


E value 


3. Oe-39 


Match length 


82 


% identity 


o c 
00 


NCBI Description 


(AC005309) unknown protein 


Seq. No. 


212113 


Seq. ID 


LIB3145-044-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl931647 


BLAST score 


595 


E value 


6.0e-62 


Match length 


117 


% identity 


92 


NCBI Description 


(U95973) endomembrane prote 




[Arabidopsis thaliana] 


Seq. No. 


212114 


Seq. ID 


LIB3145-044-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4455158 


BLAST score 


369 


E value 


1.0e-35 


Match length 


90 


% identity 


78 


NCBI Description 


(AL021687) kinase-like prot 


Seq. No. 


212115 


Seq. ID 


LIB3145-044-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4490331 



29438 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



454 

2.0e-45 

109 

82 

(AL035656) hypothetical protein [Arabidopsis thaliana] 
212116 

LIB3145-044-Q1-K1-F8 

BLASTX 

g2735841 

219 

7.0e-18 

116 

41 

(AF010283) No definition line found [Sorghum bicolor] 
212117 

LIB3145-044-Q1-K1-G1 

BLASTX 

gl370186 

584 

1.0e-60 

120 

90 

(Z73942) RAB7C [Lotus japonicus] 
212118 

LIB3145-044-Q1-K1-G11 

BLASTX 

g3540199 

167 

9.0e-12 

66 

58 

(AC004260) Putative monosaccharide transport protein 
[Arabidopsis thaliana] 

212119 

LIB3145-044-Q1-K1-G2 

BLASTX 

g2335097 

535 

6.0e-55 

111 

92 

(AC002339) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

212120 

LIB3145-044-Q1-K1-G3 

BLASTX 

g4559334 

379 

1.0e-36 

131 

48 

(AC007087) unknown protein [Arabidopsis thaliana] 



29439 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212121 

LIB3145-044-Q1-K1-G5 

BLASTX 

g3337361 

451 

4.0e-45 

107 

71 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
212122 

LIB3145-044-Q1-K1-G8 

BLASTX 

g3426038 

449 

8.0e-45 

121 

63 

(AC005168) unknown protein [Arabidopsis thaliana] 
212123 

LIB3145-044-Q1-K1-H1 

BLASTN 

gl848213 

45 

3.0e-16 

101 
86 

N.tabacum mRNA for uracil phosphoribosyltransf erase 
212124 

LIB3145-044-Q1-K1-H2 

BLASTX 

g2511594 

392 

4.0e-38 

80 

94 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBAl [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



212125 

LIB3145-044-Q1-K1-H4 

BLASTX 

g2244827 

331 

5.0e-31 

84 

40 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



212126 



29440 



Seq. ID 


LIB3145-044-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 
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fAF0S0S17^ translation elonaation factor-1 aloha; EF-] 




alpha [Oryza sativa] 




212127 


Seq. ID 


LIB3145-044-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3805845 


BLAST score 


371 


7T va 1 hp 

J_l VCIXU.^ 


1 Oe-35 




130 


o J_(J.t:j.l L, 1 L.y 


61 

vl 


NCR!" Dp^rri irt"i nn 


(AL03198 6) outative orotein f Arabidoosis thalianal 




91 91 98 


Spa ID 


LIB3145-045-O1-K1-A1 


Met hod 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


410 


Cj V & JL UC 


4 . Oe-40 


Lrla L.vsi.1 XCLiy L.11 


i nn 

ivy 




AO 




fAC005395^ unknown rirotein TArabidoDsis thalianal 
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Seq, ID 


LIB3145-045-O1-K1-A10 


Mpt hod 


BLASTX 


NCBI GI 
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BLAST score 
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(AC006282) unknown protein [Arabidopsis thaliana] 
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f Arabidonsis thalianal 


Seq. No. 


212131 


Seq. ID 


LIB3145-045-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


g972930 


BLAST score 


34 



29441 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-09 

90 

84 

Arabidopsis thaliana IAA14 



(IAA14) gene, partial cds 



212132 

LIB3145-045-Q1-K1-A5 

BLASTN 

g4193387 

34 

1.0e-09 

50 

92 

Hevea brasiliensis translationally controlled tumor protein 
(TCTP) mRNA, complete cds 

212133 

LIB3145-045-Q1-K1-A6 

BLASTX 

gl36739 

533 

1.0e-54 

110 

87 

UTP — GLUCOSE- 1-PHOSPHATE URIDYLYL TRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) - 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

212134 

LIB3145-045-Q1-K1-A7 

BLASTX 

g2842478 

172 

3.0e-12 

118 

36 

(AL021749) receptor protein kinase like protein 
[Arabidopsis thaliana] 

212135 

LIB3145-045-Q1-K1-A9 

BLASTX 

g4097585 

565 

2.0e-58 

141 

77 

(U64925) NTGP4 [Nicotiana tabacum] 
212136 

LIB3145-045-Q1-K1-B11 

BLASTX 

gl008904 

468 

4.0e-47 



29442 



Match length 107 

% identity 78 

NCBI Description (L43094) xyloglucan endotransglycosylase [Tropaeolum majus] 

Seq. No. 212137 

Seq. ID LIB3145-045-Q1-K1-B12 

Method BLASTX 

NCBJ^GI g374 6069 

BLA§tf score 159 

E value 1.0e-10 

Match length 99 

% identity 34 

NCBI Description (AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 

Seq. No. 212138 

Seq. ID LIB3145-045-Q1-K1-B3 

Method BLASTX 

NCBI GI g4160300 

BLAST score 346 

E value 1.0e-32 

Match length 130 

% identity 55 

NCBI Description (AJ0118 93) cyclin D3.1 protein [Nicotiana tabacum] 

Seq. No. 212139 

Seq. ID LIB3145-045-Q1-K1-B4 

Method BLASTX 

NCBI GI g3201969 

BLAST score 646 

E value 7.0e-68 

Match length 133 

% identity 85 

NCBI Description (AF068332) submergence induced prot ein 2A [Oryza sativa] 

Seq. No. 212140 

Seq. ID LIB3145-045-Q1-K1-B5 

Method BLASTX 

NCBI GI gl431629 

BLAST score 181 

E value 2.0e-13 

Match length 52 

% identity 63 

NCBI Description (X99348) pectinacetylesterase precursor [Vigna radiata] 

Seq. No. 212141 

Seq. ID LIB3145-045-Q1-K1-B7 

Method BLASTX 

NCBI GI g2317906 

BLAST score 461 

E value 4.0e-46 

Match length 91 

% identity 98 

NCBI Description (U89959) ARA-5 [Arabidopsis thaliana] 

Seq. No. 212142 

Seq. ID LIB3145-045-Q1-K1-C2 



29443 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2687438 

62 

3.0e-26 

66 

98 

Saxifraga mertensiana large subunit 26S rifoosornal RNA gene, 
partial sequence 

212143 

LIB3145-045-Q1-K1-C5 

BLASTX 

g4263713 

179 

4.0e-13 

83 
52 

(AC006223) hypothetical protein [Arabidopsis thaliana] 
212144 

LIB3145-045-Q1-K1-D1 

BLASTX - 

gl724102 

475 

7.0e-48 

95 

96 

(U79766) S-adenosyl-L-homocystein hydrolase; SAH 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212145 

LIB3145-045-Q1-K1-D10 

BLASTX 

g2827559 

326 

3.0e-30 

138 

51 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292808_emb_CAA19798_ (AL031018) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST " score 



212146 

LIB3145-045-Q1-K1-D3 

BLASTN 

g20634 

47 

1.0e-17 

67 

93 

P. sativum mRNA for actin 
212147 

LIB3145-045-Q1-K1-D5 

BLASTX 

g2500116 

350 



29444 



E value 
Match length 
% identity 
NCBI Description 



4.0e-33 

80 
85 

GLUTATHIONE REDUCTASE, CYTOSOLIC (GR) (GRASE) (GOR2) 
>gi_1370285_emb_CAA66924_ (X98274) glutathione reductase 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212148 

LIB3145-045-Q1-K1-D6 

BLASTX 

g3821280 

620 

9.0e-65 

125 

94 

(AJ009952) 
vulgaris] 



asparagine synthetase type II [Phaseolus 



212149 

LIB3145-045-Q1-K1-D7 

BLASTX 

gl703446 

271 

5.0e-24 

91 

63 

L - AS PARAG I NAS E (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_1076292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi_735918_emb_CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 



Seq. No. 


212150 


Seq. ID 


LIB3145-045-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4106696 


BLAST score 


266 


E value 


2.0e-23 


Match length 


66 


% identity 


79 


NCBI Description 


(AB021872) ribosome-sedimenting protein 


Seq. No. 


212151 


Seq. ID 


LIB3145-045-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl703108 


BLAST score 


519 


E value 


6.0e-53 


Match length 


95 


% identity 


100 


NCBI Description 


ACTIN 2/7 >gi 2129525 pir S71210 actin 



- Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



212152 

LIB3145-045-Q1-K1-E1 



29445 



BLASTX 
gll72873 
434 

6.0e-43 
135 
61 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA0237 4_ 
(D13043) thiol protease [Arabidopsis thaliana] 

Seq. No. 212153 

Seq. ID LIB3145-045-Q1-K1-E10 

Method BLASTX 

NCBI GI g441457 

BLAST score 699 

E value 5.0e-74 

Match length 131 

% identity 98 

NCBI Description (X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

Seq. No. 212154 

Seq. ID LIB3145-045-Q\-Kl-E12 

Method BLASTX 

NCBI GI g4512699 

BLAST score 572 

E value 4.0e-59 

Match length 142 

% identity 79 

NCBI Description (AC006569) putative NADH-ubiquinone oxireductase 
[Arabidopsis thaliana] 

Seq. No. 212155 

Seq. ID LIB3145-045-Q1-K1-E2 

Method BLASTX 

NCBI GI gl256509 

BLAST score 496 

E value 3.0e-50 

Match length 110 

% identity 77 

NCBI Description (X92943) pectate lyase [Musa acuminata] 

Seq. No. 212156 

Seq. ID LIB3145-045-Q1-K1-E3 

Method BLASTX 

NCBI GI g2244979 

BLAST score 547 

E value 3.0e-56 

Match length 134 

% identity 78 

NCBI Description (Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 

Seq. No. 212157 

Seq. ID LIB3145-045-Q1-K1-E6 

Method BLASTX 




Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29446 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2829881 
212 

5.0e-17 

60 
63 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
212158 

LIB3145-045-Q1-K1-E7 

BLASTX 

g2244898 

398 

1.0e-38 

116 
67 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 

212159 

LIB3145-045-Q1-K1-E8 

BLASTX 

g549060 

288 

4.0e-26 

90 

64 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 

>gi_631656_pir S43058 CCTeta protein eta chain - mouse 

>gi_4 68504_emb_CAA83274_ (Z31399) CCTeta, eta subunit of 
the chaperonin containing TCP-1 (CCT) [Mus musculus] 

212160 

LIB3145-045-Q1-K1-F11 

BLASTX 

g2459421 

525 

1.0e-53 

140 

66 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

212161 

LIB3145-045-Q1-K1-F4 

BLASTX 

g2191175 

194 

7.0e-15 

48 

75 

(AF007270) A_IG002P16.24 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



212162 

LIB3145-045-Q1-K1-F5 

BLASTX 

g2662343 



29447 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



529 

3.0e-54 

104 

97 

(D63581) 



EF-1 alpha [Oryza sativa] 



212163 

LIB3145-045-Q1-K1-F6 
BLASTX 
g4249382 
474 

1.0e-47 

106 
84 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAG 
gb_AC004481. [Arabidopsis thaliana] 

Seq. No. 212164 

Seq. ID LIB3145-045-Q1-K1-F8 

Method BLASTX 

NCBI GI gl914683 

BLAST score t 488 

E value 3.0e-4 9 

Match length 124 

% identity 78 

NCBI Description (Y12013) RAD23, isoform I [Daucus carota] 

Seq. No. 212165 

Seq. ID LIB3145-045-Q1-K1-G1 

Method BLASTX 

NCBI GI g4490737 

BLAST score 292 

E value 2.0e-26 

Match length 87 

% identity 64 

NCBI Description (AL035708) putative protein [Arabidopsis thaliana] 

Seq. No. 212166 

Seq. ID LIB3145-045-Q1-K1-G12 

Method BLASTX 

NCBI GI g4454307 

BLAST score 704 

E value 1.0e-74 

Match length 142 

% identity 87 

NCBI Description (AJ132763) cyclophilin [Pseudotsuga menziesii] 

Seq. No. 212167 

Seq. ID LIB3145-045-Q1-K1-G5 

Method BLASTX 

NCBI GI g4574320 

BLAST score 176 

E value 1.0e-12 

Match length 59 

% identity 63 

NCBI Description (AF117224) wound-induced protein WI12 [Mesembryanthemum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29448 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



crystal linum] 
212168 

LIB3145-045-Q1-K1-G6 

BLASTX 

g2738949 

626 

2.0e-65 
130 
88 

(AF022213) 
ananas sa] 



cytosolic ascorbate peroxidase [Fragaria x 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212169 

LIB3145-045-Q1-K1-G7 

BLASTX 

g3660469 

354 

1.0e-33 

80 

93 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693_gb_AAD21746. 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 

212170 

LIB3145-045-Q1-K1-G8 

BLASTX 

gll73055 

671 

9.0e-71 

134 

99 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_541961_pir S42497 

ribosomal protein Lll.e - alfalfa >gi_107 6504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 

212171 

LIB3145-045-Q1-K1-H2 

BLASTX 

g3080427 

542 

1.0e-55 

118 

86 

(AL022604) putative protein [Arabidopsis thaliana] 
212172 

LIB3145-045-Q1-K1-H6 

BLASTX 

g2213624 

230 

4.0e-19 

128 
41 

(AC000103) F21J9.16 [Arabidopsis thaliana] 



29449 



Seq. No. 


212173 


Seq. ID 


LIB3145-046-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3608479 


RT.AST qrnrp 


497 


va lno 

JLi V d JL U.O 


8 Oe-52 




1 4? 

X *± £. 


O 1UC11L1 Ly 


11 
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212174 


Seq. ID 


LIB3145-046-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4455158 




484 


Hi VcA xu.tr 


■J • UC 1 .7 


riaLcn xenyi.ii 


lid 

111 


O X V^lCLl L_ X y 


79 
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212175 


Seq. ID 


LIB3145-046-O1-K1-A5 


Mpt - Vi oH 


RT.A^TX 


NCBI GI 


g2924777 


BLAST score 


185 


E value 


UC X*± 


i v iai-cn icngLii 


XJ / 


is laeiiLiuy 


jj 




fAPnf)9'^'^4^ nnfflf i r*^r , »T»t" or* nrnf pi n ki nasp 

^ rlv \J \J £~ —J ± ) UULCIL1 VC 1 C^C^ LUX c i— C X 1 1 A.XiluijC 




tllaxxciilci J 




91 ?1 7 6 


Seq. ID 


LIB3145-046-O1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


604 


E value 


5.0e-63 


Match length 


118 


% identity 


96 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris 



hybrida] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212177 

LIB3145-04 6-Q1-K1-A8 

BLASTX 

g4220443 

191 

2.0e-14 

120 
38 

(AC006216) Similar to gb_X74772 SF16 protein from 
Helianthus annuus and contains calmodulin-binding motif 
PF_00612. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



212178 

LIB3145-046-Q1-K1-A9 
BLASTX 



29450 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220443 
140 

1.0e-08 

106 
32 

(AC006216) Similar to gb_X74772 SF16 protein from 
Helianthus annuus and contains calmodulin-binding motif 
PFJD0612. [Arabidopsis thaliana] 

212179 

LIB3145-046-Q1-K1-B11 

BLASTX 

g462195 

155 

1.0e-12 

59 

75 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi__100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

212180 

LIB3145-046-Q1-K1-B12 

BLASTX 

g3024386 

332 

2.0e-31 

74 

81 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi 606650 (U09717) polygalacturonase [Gossypium hirsutum] 



Seq. No. 


212181 


Seq. ID 


LIB3145-046-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2648032 


BLAST score 


682 


E value 


5.0e-72 


Match length 


140 


% identity 


84 


NCBI Description 


(AJ001374 ) alpha-glucosi( 


Seq. No. 


212182 


Seq. ID 


LIB3145-046-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3334245 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


36 


% identity 


86 


NCBI Description 


LACTOYLGLUT ATH I ONE LYASE 



(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2 909424_emb_CAA12028_ (AJ224520) Glyoxalase I [Cicer 



29451 



# 

arietinum] 



beq. no. 




Seq. ID 


LIB3145-046-Q1-K1-B7 


Method 


BLASTX 


JNudX bl 


rr9944744 


BiiAbi score 




E value 


o . ue 04 


Marcn xengun 




% identity 




Ni^bx jjescnpuion 


(V\i l &i&\ H7TP nNA-hindina nrotein r Antirrhinum niaiusl 


beq. no. 


91 91 P A 


Seq. ID 


LIB3145-046-Q1-K1-B8 


Method 


BLASTX 


JNO.BX ol 




bLAbi score 


^ ^ c 

ODD 


E value 


/ . ue~o4 


Match length 


1 9Q 


% identity 


Do 


NCBI Description 


VriUUUZloUJ rXlNZl.J.1 |_r\I.clJJJLU.U^)o_Lo uilctX-La.iJ.ci j 


Seq. No. 


OI OI QC 


Seq. ID 


T m^l 4 t;_ HAS — ni — Tfl -RQ 


Method 


BLASTN 


NCBI GI 


g2687434 


BLAST score 


"31 "7 
Jl / 


E value 


i . ue-x / o 


Match length 


J /Z 


% identity 


Q7 


NCBI Description 


tp., "in^-i^s In rrro anKnn i f 9 £Q r*"i ho9 rvm ;3 1 RW A rr^TLP 




partial sequence 


beq. wo. 


91 91 ft£ 


Seq. ID 


LIB3145-046-Q1-K1-C1 


Method 


BLASTX 


NCBI bl 


gou / loo 


BLAST score 


4Uo 


E value 


0 . ue-4u 


Match length 


1 A 1 


% identity 


O / 


NCBI Description 


(UU4oiy) jrXlbliKlij DcLa X [iiOIl'-O Sapiens J 


beq. No. 


91 91 S3 7 
ZXZXo / 


Seq. ID 


LIB3145-046-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gz /oyuxu 


BLAST score 




E value 


x . ue — 4o 


\A 4~ V\ 1 /-v t~> /"f "H V^i 

rJauCn Xclig T_n 




% identity 


70 


NCBI Description 


(AF022464) CYP77A3p [Glycine max] 


Seq. No. 


212188 


Seq. ID 


LIB3145-046-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g507429 



29452 



BLAST score 


390 


E value 


7.0e-38 


Match length 


133 


% identity 


58 


NCBI Description 


(U07705) PITSLRE 




isoform PBETA22 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212189 

LIB3145-04 6-Q1-K1-C3 

BLASTX 

g4099914 

308 

4.0e-28 

109 
59 

(U91857) ethylene-responsive element binding protein 
homolog [Stylosanthes hamata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212190 

LIB3145-04 6-Q1-K1-C5 

BLASTX 

g4469023 

488 

2.0e-49 

110 
85 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212191 

LIB3145-046-Q1-K1-C6 

BLASTN 

g4220631 

66 

1.0e-28 

171 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K5J14, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212192 

LIB3145-046-Q1-K1-C7 

BLASTX 

gl778051 

355 

1.0e-33 

139 
47 

(U62583) Prtl homolog [Homo sapiens] 
>gi_4503527_ref__NP_003742. l_pEIF3S9_ UNKNOWN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



212193 

LIB3145-046-Q1-K1-D1 

BLASTX 

g2707336 

486 

4.0e-4 9 

126 

71 



29453 



NCBI Description (AF037442) histone acetyltransf erase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212194 

LIB3145-046-Q1-K1-D2 

BLASTX 

g3914435 

515 

2.0e-52 

120 

80 

PROFILIN 1 >gi_3021375_ 
[Glycine max] 



emb CAA11756 (AJ223982) profilin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212195 

LIB3145-046-Q1-K1-D5 

BLASTX 

g3834325 

491 

1.0e-49 

131 
67 

(AC005679) Strong similarity to gb_AF067141 gamma- glutamyl 
hydrolase from Arabidopsis thaliana. ESTs gb_R83955, 
gb_T45062, gb_T22220, gb_AA586207, gb_AlO 99851 and 
gb_Al00672 come from this gene. [Arabidopsis thaliana] 

212196 

LIB3145-046-Q1-K1-D6 

BLASTX 

g2244772 

603 

9.0e-63 

140 

80 

(Z97335) transport protein [Arabidopsis thaliana] 
212197 

LIB3145-046-Q1-K1-D8 

BLASTX 

g2829927 

303 

1.0e-27 

115 
58 

(AC002291) Unknown protein [Arabidopsis thaliana] 
212198 

LIB3145-046-Q1-K1-E1 

BLASTX 

g2780194 

241 

2.0e-20 

52 

92 

(AJ003197) adenine nucleotide translocator [Lupinus albus] 



Seq. No. 



212199 



29454 




Seq. ID LIB3145-046-Q1-K1-E10 

Method BLASTX 

NCBI GI g4 12 64 03 

BLAST score 336 

E value 1.0e-31 

Match length 104 

% identity 63 

NCBI Description (AB0117 96) flavonol synthase [Citrus unshiu] 

Seq. No. 212200 

Seq. ID LIB3145-046-Q1-K1-E12 

Method BLASTX 

NCBI GI g2826882 

BLAST score 413 

E value 1.0e-40 

Match length 90 

% identity 89 

NCBI Description (AJ223634) transcription factor IIA small subunit 
[Arabidopsis thaliana] 



Seq. No. 212201 

Seq. ID LIB3145-046-Q1-K1-E4 

Method BLASTX 

NCBI GI g4262233 

BLAST score 229 

E value 5.0e-19 

Match length 84 

% identity 56 , 

NCBI Description (AC006200) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 212202 

Seq. ID LIB3145-046-Q1-K1-E9 

Method BLASTX 

NCBI GI gl653444 

BLAST score 238 

E value 5.0e-20 

Match length 102 

% identity 51 

NCBI Description (D90913) hypothetical protein [Synechocystis sp.] 

Seq. No. 212203 

Seq. ID LIB3145-046-Q1-K1-F1 

Method BLASTX 

NCBI GI g2827139 

BLAST score 608 

E value 2.0e-63 

Match length 119 

% identity 92 

NCBI Description (AF027172) cellulose synthase catalytic subunit 

[Arabidopsis thaliana] >gi_4 04 9343_emb_CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 



Seq. No. 212204 

Seq. ID LIB3145-046-Q1-K1-F10 

Method BLASTX 

NCBI GI g3738306 



29455 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



244 

1.0e-20 

88 

51 

(AC005309) unknown protein [Arabidopsis thaliana] 
212205 

LIB3145-046-Q1-K1-F11 

BLASTX 

g2244956 

334 

2.0e-31 

118 

52 

(Z97340) strong similarity to pectinesterase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



212206 

LIB3145-046-Q1-K1-F2 

BLASTX 

g3953471 

240 

2.0e-20 

95 

46 

(AC002328) F2202.16 [Arabidopsis thaliana] 
212207 

LIB3145-046-Q1-K1-F3 

BLASTX 

g417103 

605 

4.0e-63 

121 

100 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi 16324 emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825__emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi__488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi 2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj__BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi 4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38 916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

212208 

LIB3145-046-Q1-K1-F5 



29456 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3023839 

346 

7.0e-33 

98 

80 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SOBUNIT 2 
>gi_1835163_emb_CAB06619_ (Z84821) G protein beta subunit 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212209 

LIB3145-04 6-Q1-K1-F7 

BLASTX 

gl402891 

159 

1.0e-10 

97 

40 

(X98130) unknown [Arabidopsis thaliana] 
212210 

LIB3145-046-Q1-K1-F8 

BLASTX 

gll5492 

544 

7.0e-56 

109 

51 

CALMODULIN- RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212211 

LIB3145-046-Q1-K1-F9 

BLASTX 

g2129622 

444 

3.0e-44 

95 

86 

immunophilin FKBP15-1 - Arabidopsis thaliana >gi__1272406 
(U5204 6) immunophilin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



212212 

LIB3145-04 6-Q1-K1-G1 

BLASTX 

g623588 

147 

4.0e-12 

58 
67 

(L29274) putative [Nicotiana tabacum] 
212213 

LIB3145-04 6-Q1-K1-G4 

BLASTN 

g2687434 

176 



29457 



E value 2.0e-94 
Match length 212 
% identity 96 
NCBI Description Eucryphia lucida 
partial sequence 




large subunit 2 6S ribosomal RNA gene, 



Seq. No. 212214 

Seq. ID LIB3145-046-Q1-K1-G5 

Method BLASTX 

NCBI GI g3643608 

BLAST score 200 

E value 1.0e-15 

Match length 43 

% identity 91 . 
NCBI Description (AC005395) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 212216 

Seq. ID LIB3145-046-Q1-K1-H12 

Method BLASTX 

NCBI GI g2760326 

BLAST score 343 

E value 2.0e-32 

Match length 119 

% identity 53 

NCBI Description (AC002130) F1N21.11 [Arabidopsis thaliana] 

Seq. No. 212217 

Seq. ID LIB3145-046-Q1-K1-H3 

Method BLASTX 

NCBI GI g4454018 

BLAST score 208 

E value 2.0e-16 

Match length 97 

% identity 44 

NCBI Description (AL035396) SRGl-like protein [Arabidopsis thaliana] 



212215 

LIB3145-046-Q1-K1-G8 

BLASTX 

g2911071 

247 

4.0e-21 

113 

50 

(AL021960) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 212218 

Seq. ID LIB3145-046-Q1-K1-H4 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value 1.0e-10 

Match length 36 

% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 



Seq. No. 



212219 



29458 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-046-Q1-K1-H5 

BLASTX 

g2267567 

426 

3.0e-42 

93 

86 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212220 

LIB3145-046-Q1-K1-H6 

BLASTX 

g2649345 

324 

3.0e-30 

111 

53 

(AE001019) tryptophan synthase, subunit beta (trpB-1) 
[Archaeoglobus fulgidus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212221 

LIB3145-046-Q1-K1-H7 

BLASTX 

g4262149 

606 

4.0e-63 

141 

74 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212222 

LIB3145-047-Q1-K1-A12 

BLASTX 

gl888485 

419 

3.0e-41 

103 

76 

(Y11749) dihydroflavonol 



4-reductase [Vitis vinifera] 



212223 

LIB3145-047-Q1-K1-A2 

BLASTX 

g420110 

211 

6.0e-17 

59 

61 

transcription factor R-kappa-B 
R kappa B [Homo sapiens] 



human >gi_476274 (U08191) 



Seq. No. 
Seq. ID 
Method 



212224 

LIB3145-047-Q1-K1-A4 
BLASTX 



29459 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2832664 
250 

1.0e-21 

90 
53 

(AL021710) pollen-specific protein 
thaliana] 



- like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212225 

LIB3145-047-Q1-K1-A5 

BLASTX 

g585450 

393 

3.0e-38 

113 

67 

MALATE OXIDOREDUCTASE (NAD) , MITOCHONDRIAL 65 KD ISOFORM 
PRECURSOR (MALIC ENZYME) (ME) (NAD- DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_1076271_pir A4 9983 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) precursor, mitochondrial - 
prince's feather >gi_437104 (U01162) C4 photosynthetic 
NAD-dependent malic enzyme subunit alpha precursor 
[Amaranthus hypochondriacus] 

212226 

LIB3145-047-Q1-K1-A9 

BLASTX 

g4510381 

148 

2.0e-09 

73 

40 

(AC007017) unknown protein [Arabidopsis thaliana] 
212227 

LIB3145-047-Q1-K1-B11 

BLASTX 

g2443329 

482 

1.0e-48 

120 

76 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
212228 

LIB3145-047-Q1-K1-B7 

BLASTX 

gl22007 

301 

2.0e-27 

82 

74 

HISTONE H2A >gi_100161_pir_S11498 histone H2A - parsley 
>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 



Seq. No. 



212229 



29460 



Seq. ID 


LIB3145-047-Q1-K1-B8 


Mo i - Vi i^i *H 




NCBI GI 


g2632254 


BLAST score 


515 


F Tra 1 no 


1.0e-52 


I id U LjJ.i lei iy i_.il 


112 


9- n Hon +" t +" \7 


84 


NCBI Description 


(Y12465) serine/threonine kinase [Sorghum bicolor] 


Qorr Mr* 


212230 

£-* -L. 4L* -mj \J 


Seq. ID 


LIB3145-047-Q1-K1-C10 




BLASTX 


NCBI GI 


a?583135 


OT 7\ CT 1 e? vo 
DLifiOl SCOjTe 




TP tt -5 "1 n 

Hi Vdiue 




Match length 


93 


% identity 


58 


NCBI DescriDtion 


(AC002387) hypothetical protein [Arabidopsis thaliana] 


>gi 3822216 (AF074948) FIL [Arabidopsis thaliana] 




>gi~4322477 gb AAD16053 (AF087015) abnormal floral organs 




protein [Arabidopsis thaliana] 




212231 

--> -L. __> -t_ 


Seq. ID 


LIB3145-047-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g400923 


BLAST score 


366 


E value 


4.0e-35 


Match length 


72 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

RAS-RELATED PROTEIN RAB7 >gi_4854 97_pir S33531 GTP-binding 

protein rab - garden pea >gi_20756_emb_CAA46600_ (X65650) 
RAS-related GTP-binding protein [Pisum sativum] 

212232 

LIB3145-047-Q1-K1-C3 

BLASTX 

g4098129 

516 

9.0e-53 

110 

90 

(U73588) sucrose synthase [Gossypium hirsutum] 
212233 

LIB3145-047-Q1-K1-C4 

BLASTX 

g549060 

409 

3.0e-40 

113 

71 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 

>gi_631656_pir S43058 CCTeta protein eta chain - mouse 

>gi_468504_emb_CAA83274_ (Z31399) CCTeta, eta subunit of 
the chaperonin containing TCP-1 (CCT) [Mus' musculus] 



29461 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212234 

LIB3145-047-Q1-K1-C6 

BLASTX 

gl28592 

245 

5.0e-21 

100 
56 

POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 

>gi_82190_pir S22495 pollen-specific protein precursor 

common tobacco >gi_19902_emb__CAA43454_ (X61146) pollen 
specific protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212235 

LIB3145-047-Q1-K1-C7 

BLASTX 

g441457 

583 

2.0e-60 

110 

99 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212236 

LIB3145-047-Q1-K1-C8 

BLASTX 

gl707021 

376 

3.0e-36 

102 
65 

(U78721) Ubiquitin-conjugating enzyme, E2-16kD isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212237 

LIB3145-047-Q1-K1-D10 

BLASTX 

g3334157 

316 

3.0e-29 

65 

94 

PEPTIDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_1220142_emb_CAA594 68_ (X85185) cyclophilin 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212238 

LIB3145-047-Q1-K1-D4 

BLASTX 

g2914706 

352 

2.0e-33 

124 

58 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 



29462 



(p 

Seq. No. 212239 
Seq. ID LIB3145-047-Q1-K1-D6 
Method BLASTX 
NCBI GI g584825 
BLAST score 418 
E value 3.0e-41 
Match length 83 
% identity 92 

NCBI Description B2 PROTEIN >gi_322726_pir_S32124 B2 protein - carrot 
>gi_297889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212240 

LIB3145-047-Q1-K1-E10 

BLASTX 

g3121731 

144 

2.0e-09 

79 

46 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_2145473_emb_CAA65735_ (X97012) aconitate 
hydratase [Solanum tuberosum] 

212241 

LIB3145-047-Q1-K1-E12 

BLASTX 

g3962377 

615 

2.0e-64 

128 

93 

(AJ002551) heat shock protein 70 [Arabidopsis thaliana] 
212242 

LIB3145-047-Q1-K1-E2 

BLASTX 

gl34892 

375 

3.0e-36 

110 

74 

SIGNAL RECOGNITION PARTICLE RECEPTOR ALPHA SUBUNIT 
(SR- ALPHA) (DOCKING PROTEIN ALPHA) (DP-ALPHA) 

>gi 88607_pir A29440 signal recognition particle receptc 

- human >gi 30866_emb_CAA29608_ (X06272) docking protein 
[Homo sapiens] >gi_4507223_ref_NP_003130 . l_pSRPR_ signal 
recognition particle receptor ('docking protein 1 ) 



Seq. No. 212243 

Seq. ID LIB3145-047-Q1-K1-E9 

Method BLASTX 

NCBI GI gl262595 

BLAST score 188 

E value 3.0e-14 

Match length 40 



29463 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



88 

(D17510) PSII I protein [Pinus thunbergii] 
212244 

LIB3145-047-Q1-K1-F10 

BLASTX 

gl843527 

339 

5.0e-32 

102 

39 

(U73747) annexin [Gossypium hirsutum] 
212245 

LIB3145-047-Q1-K1-F11 

BLASTX 

g2160163 

221 

5.0e-18 

88 
46 

(AC000132) No definition line found [Arabidopsis thaliana] 
212246 

LIB3145-047-Q1-K1-F2 
BLASTX 



NCBI GI 


g2245021 


BLAST score 


394 


E value 


2.0e-38 


Match length 


111 


% identity 


70 


NCBI Description 


(Z97341) heat shock protein 110 homolog 




thaliana] 


Seq. No. 


212247 


Seq. ID 


LIB3145-047-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2369766 


BLAST score 


431 


E value 


1.0e-42 


Match length 


114 


% identity 


69 


NCBI Description 


(AJ001304) hypothetical protein [Citrus 


Seq. No. 


212248 


Seq. ID 


LIB3145-047-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


357 


E value 


5.0e-34 


Match length 


91 


% identity 


73 


NCBI Description 


(AC005169) unknown protein [Arabidopsis 


Seq. No. 


212249 


Seq. ID 


LIB3145-047-Q1-K1-F7 


Method 


BLASTX 



29464 



g4140326 
237 

5.0e-20 
75 

(AL031282) dJ283E3.6.1 {PUTATIVE novel protein similar to 
many (archae) bacterial, worm and yeast hypothetical 
proteins) [Homo sapiens] 

212250 

LIB3145-047-Q1-K1-G1 
BLASTX 
gl706319 
192 

1.0e-14 
90 
61 

HISTIDINE DECARBOXYLASE (HDC) (TOM92) 
>gi 481829 pir S39554 histidine decarboxylase (EC 
4.171.22) - tomato >gi_416534_emb__CAA50719_ (X71900) 
histidine decarboxylase [Lycopersicon esculentum] 

Seq. No. 212251 

Seq. ID LIB3145-047-Q1-K1-G2 

Method BLASTX 

NCBI GI g2708743 

BLAST score 156 

E value 2.0e-10 

Match length 93 

% identity 32 . 

NCBI Description (AC003952) putative Tal-l-like reverse transcriptase 
[Arabidopsis thaliana] 

Seq. No. 212252 

Seq. ID LIB3145-047-Q1-K1-G4 

Method BLASTX 

NCBI GI g3953471 

BLAST score 625 

E value 2.0e-65 

Match length 139 

% identity 81 

NCBI Description (AC002328) F2202.16 [Arabidopsis thaliana] 

Seq. No. 212253 

Seq. ID LIB3145-047-Q1-K1-G9 

Method BLASTX 

NCBI GI g4056432 

BLAST score 606 

E value 4.0e-63 

Match length 135 

% identity 79 

NCBI Description (AC005990) Similar to gi_2245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 

Seq. No. 212254 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



29465 



Seq. ID LIB3145-047-Q1-K1-H1 

Method BLASTX 

NCBI GI g2500047 

BLAST score 505 

E value 2.0e-51 

Match length 98 

% identity 92 

NCBI Description SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 

PHOSPHO-HYDROLASE) (PPASE) >gi_534 916_emb_CAA85362_ 
(Z36894) soluble inorganic pyrophosphatase [Solanum 
tuberosum] 



Seq. No. 212255 

Seq. ID LIB3145-047-Q1-K1-H11 

Method BLASTN 

NCBI GI g2924257 

BLAST score 33 

E value 5.0e-09 

, Match length 72 

% identity 93 

NCBI Description Tobacco chloroplast genome DNA 

Seq. No. 212256 

Seq. ID LIB3145-047-Q1-K1-H4 

Method BLASTX 

NCBI GI g4455223 

BLAST score 392 

E value 6.0e-43 

Match length 131 

% identity 27 

NCBI Description (AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 

Seq. No. 212257 

Seq. ID LIB3145-047-Q1-K1-H5 

Method BLASTN 

NCBI GI g2924257 

BLAST score 37 

E value 2.0e-ll 

Match length 129 

% identity 98 

NCBI Description Tobacco chloroplast genome DNA 
212258 

LIB3145-047-Q1-K1-H7 
BLASTX 
g3643249 
316 

3.0e-29 
115 
57 

(AF090143) thaumatin-like protein precursor Mdtll [Malus 
domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 212259 

Seq. ID LIB3145-048-Q1-K1-A12 

Method BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



g2864610 
245 

7.0e-21 

68 
45 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi__4049336_emb_CAA22561_ (AL034567) putative protein 
[Arabidopsis thaliana] 



beq. NO. 


91 99£H 


oeq. J- JJ 


t Tpoi >m— n a ft — m — pti — z\9 






\JpRT (IT 




BLAST score 


551 


E value 


1.0e-56 


Match length 


1 99 


% identity 




NCBI Description 


{AOvu 3 } proTnem pnospnauase 


Seq. No. 




Seq. ID 


LIBol4o-U4o-yi-J\l-fi4 


Method 


Dijilb i A 




g^JO^y DDO 


Dll/lOl jL/UIC 


357 


E value 


5.0e-34 


Match length 


87 


% identity 


78 


NCBI Description 


(AL031394) putative protein [Arabi 


Seq. No. 


212262 


Seq. ID 


LIB3145-048-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4249382 


BLAST score 


291 


E value 


3.0e-26 


Match length 


64 


% identity 


84 


NCBI Description 


(AC005966) Strong similarity to gi 



[Arabidopsis thaliana] 



putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212263 

LIB3145-048-Q1-K1-A8 

BLASTX 

g3559816 

614 

4.0e-64 

127 

92 

(Y15782) transketolase 



2 [Capsicum annuum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



212264 

LIB3145-048-Q1-K1-A9 

BLASTX 

g2414570 

150 

9.0e-10 
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Mstoh 1 Plinth 

lid L.OII 1 <C-i 1 y L.11 


74 


o xvj.c.11 t±uy 




NCBI Desoriotion 


(299173) cvstpine Drotpina^f 1 nrprnr^OT* fNi pot 


Corf TsTz-n 


91 99£^ 


O • x u 


LIR314 S-048-O1-K1-R1 

UlOJll J v t U Vs- 1 - X^-X OX 


Method 


BLASTX 


NCBI GI 


g2342526 


BLAST score 


168 


F ~%TZi 1 no 
£j veil Lie 


/ • vC XZ. 


Ma frh 1 <=kTi nt Vi 

lid L. Oil ICH^Lll 


60 


o lUcIl LI L,y 


o / 


NPRT np<;rri r>t i nn 


\ lllJl'i / l^Jj ClLlL. KJCill Liy Cil J. XlL/iLLVj O CtpJ-CilO J 


CC^. IN tJ • 


91 9966 

Z. X Z. Z. \J \J 


Q^rr ID 
JC^ • x l/ 


T.TR31 & ^-04 8-01 —TCI -R1 1 

JJ1DJ14J \J*iO \t-L IV X Lj X X 


Method 


BLASTN 


NCBI GI 


U U U / I *4 


BLAST score 


209 


E value 


1.0e-114 


iiatuii icuy Lii 


969 

Z. U J 




Q4 


MPR T Do cpri ti+" -1 r\*n 


uUL/i _y L^iixct xiiuiua ±ai ye o LiiJ liiix l. z, u o iijjuo \_Piua. X 




pal Llal ocLjuclluc 


oeg. INO . 






T.TR^I d S-n4fl-ni -K1 -R1 9 


lit? tilUU 


RT.A^TY 


NCBI GI 


g2598599 


BLAST score 


315 


jii value 




Fiaucn lengtn 


O 0 


% identity 


O / 




fYl t: i379) MtM4 rMe^rH r'^trro t* rnnpa tn 1 1 
I lljj / ^./ ruuiMI [FicUlL-ayL 1 LI UIlL-aLUld J 


o€Cj. INO* 


91 99£Q 


q^n- TH 

uC^ • 11/ 


T.TR^I 4S-D4ft— Ol -K1 — R9 

lllDJll J \J*iO V-L "1 -DZ. 


Method 

lis? LJ.1UU 


RT.A^TO 
oxxrio x 


NCBI GI 


g533692 


BLAST score 


210 


E va.lue 






79 
/ z. 


S- "1 ^ ^ T"» 4"" "t +" 

t> luentity 


^9 




\uiiuu / piuLcaoc xiinxux lui LoiyL-iiic illcIaJ 


Q /~\ /">f Vly-V 

oetj. imo . 


91 OOCQ 
Z 1ZZ Di? 


qorr TH 

O * X u 


t.tdqi — D4ft — D1 — K1 — R4 

XilDJll J U*±0 L^X i\X JDfi 


Method 


BLASTX 


NCBI GI 


g2231702 


BLAST score 


643 


E value 


2.0e-67 


Match length 


127 


% identity 


93 



NCBI Description 



(U92086) clathrin assembly protein AP19 homolog 
[Arabidopsis thaliana] >gi_3080409_emb_CAA18728_ (AL022604) 
clathrin assembly protein API 9 homolog [Arabidopsis 
thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212270 

LIB3145-048-Q1-K1-B8 

BLASTX 

gl916292 

160 

6.0e-ll 

70 

39 

(U89793) allergen Amb a VI [Ambrosia artemisiif olxa] 



212271 

LIB3145-048-Q1-K1-C11 

BLASTX 

g3421384 

431 

1.0e-42 

125 
65 

(AF081067) IAA-Ala hydrolase; 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



IAA-amino acid hydrolase 



R5NT20 



212272 

LIB3145-048-Q1-K1-C2 
BLASTX 
gl32770 
300 

2.0e-27 
76 
8 2 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L20 >gi_71275_pir 
ribosomal protein L20 - common tobacco chloroplast 
>gi 11852 emb_CAA77372_ (Z00044) ribosomal protein L20 
[NicotianI tabacum] >gi_225221_prf_1211235BC ribosomal 
protein L20 [Nicotiana tabacum] 

212273 

LIB3145-048-Q1-K1-C3 

BLASTN 

g2696018 

40 

4.0e-13 

80 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212274 

LIB3145-048-Q1-K1-C4 

BLASTX 

gl351856 

317 

3.0e-29 

69 

87 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO- LYASE) 
(ACONITASE) >gi 868003 dbj_BAA06108_ (D29629) aconitase 



29469 



[Cucurbita sp.] 

Seq. No. 212275 

Seq. ID LIB3145-048-Q1-K1-C5 

Method BLASTX 

NCBI GI g2746719 

BLAST score 284 

E value 2.0e-25 

Match length 68 

% identity 82 

NCBI Description (AF038386) histone H2B [Capsicum annuum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212276 

LIB3145-048-Q1-K1-C6 

BLASTX 

g3757529 

261 

9.0e-23 

111 

50 

(AC005167) tetracycline transporter-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212277 

LIB3145-048-Q1-K1-C9 

BLASTX 

g2244734 

644 

1.0e-67 

127 

100 

(D88414) actin [Gossypium hirsutum] 
212278 

LIB3145-048-Q1-K1-D2 

BLASTX 

g2245086 

489 

2.0e-49 

122 

82 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
212279 

LIB3145-048-Q1-K1-D3 

BLASTX 

g2829910 

456 

1.0e-45 

128 

13 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No. , 212280 

Seq. ID LIB3145-048-Q1-K1-D4 

Method BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2459421 
316 

3.0e-29 

79 

68 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

212281 

LIB3145-048-Q1-K1-D5 

BLASTX 

gl223922 

235 

1.0e-19 

55 
75 

(U49445) Vigna radiata vicilin peptidohydrolase [Vigna 
radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212282 

LIB3145-048-Q1-K1-D6 

BLASTX 

g2827715 

650 

2.0e-68 

127 

94 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 


212283 


Seq. ID 


LIB3145-048-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl279563 


BLAST score 


419 


E value 


3.0e-41 


Match length 


127 


% identity 


36 


NCBI Description 


(X88845) nuMl [Medicago sativa] 


Seq. No. 


212284 


Seq. ID 


LIB3145-048-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2129927 


BLAST score 


527 


E value 


6.0e-54 


Match length 


124 


% identity 


80 


NCBI Description 


zeta-carotene desaturase precursor 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_1176437_bbs_171885 zeta-carotene desaturase, 
CapZDS=phytoene desaturase homolog [Capsicum annuum, early 
ripening fruit, Peptide, 588 aa] 

212285 

LIB3145-048-Q1-K1-E12 

BLASTX 

g2760830 



29471 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



511 

3.0e-52 

99 

93 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 


91 99fi 6 


Seq. ID 


T TH^I A c; — CiAQ — Pil — Pfl -179 


■KIT _ O.!., A J 


OXj/iO 1 IN 


NCBI GI 




BLAST score 


14 u 


E value 


0 . Uc / o 


Match length 




% identity 


19 


NCBI Description 


Gossypium hirsutum cultivar Siokra 1-2 proline-rict 




nrornr«!Ar ( PR P 1 TTlRN A POTTTOlete Cds 


Seq. No. 


9 1 9 9 Q "7 


Seq. ID 


XiX.D.jX*13 U40 v^X rvx Hjj 


Method 


T3T TVOTV 

rSLAb i A 


NCBI GI 


gzoxooyo 


biiAbi score 


Z4 f 


E value 


A n y-v O 1 

4 . ue-zi 


Match length 


111 


% identity 


58 


NCBI Description 


tiiCUUZO J.U J UllKIlOwn piOUclIl L-"-X aJJIUUpo J- o L-iicu. J-aua j 


Seq. No. 


01 o o o o 


Seq. ID 


t td'JI yl c; n yt Q _m —If 1 — TT7 
L±bOx4D~U4o — yi J\X— lii / 


Method 


BLAbTX 


NCBI GI 


g3zU4 lUo 


BLAST score 


4Z O 


E value 


/I Ha A 9 

4 . ue — 4z 


Match length 




% identity 


66 


NCBI Description 


(AJ006763) putative bet a- ami la se [Cicer arietinum] 


Seq. No. 




Seq. ID 


LIBj>14o-U4o-yi-J\i-EiO 


Method 




NCBI GI 


g43 /ozUo 


BLAST score 


■too 

138 


E value 


o . ue— i / 


Match length 


1 1 Q 
XI" 


% identity 


42 


NCBI Description 


(U35226) putative cytochrome P-450 [Nicotiana 




plumbaginifolia] 


Seq. No. 


212290 


Seq. ID 


LIB3145-048-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2398521 


BLAST score 


226 


E value 


1.0e-18 


Match length 


88 


% identity 


56 



29472 



NCBI Description (Y13720) transcription factor [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212291 

LIB3145-048-Q1-K1-F10 

BLASTX 

g3123161 

130 

9.0e-09 

91 

42 

HYPOTHETICAL 77.0 KD TRP-ASP REPEATS CONTAINING PROTEIN 
F35G12.4 IN CHROMOSOME III >gi_3876723_emb_CAA86335_ 
(Z46242) similar to beta-transducin; cDNA EST EMBL:Z14703 
comes from this gene; cDNA EST EMBL:D67532 comes from this 
gene; cDNA EST EMBL:D69055 comes from this gene; cDNA EST 
EMBL:D64515 comes from this gene; cDNA EST EMBL : D655 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212292 

LIB3145-048-Q1-K1-F12 

BLASTX 

g2500354 

145 

2.0e-13 

94 
49 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212293 

LIB3145-048-Q1-K1-F4 

BLASTX 

gl703380 

410 

3.0e-40 

78 

100 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. 


212294 


Seq. ID 


LIB3145- 


Method 


BLASTX 


NCBI GI 


g729671 


BLAST score 


235 


E value 


9.0e-20 


Match length 


69 


% identity 


70 


NCBI Description 


HISTONE 


Seq. No. 


212295 


Seq. ID 


LIB3145- 


Method 


BLASTX 


NCBI GI 


gl841464 


BLAST score 


248 


E value 


3.0e-21 


Match length 


53 


% identity 


43 



29473 



NCBI Description (Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212296 

LIB3145-048-Q1-K1-G1 

BLASTX 

g481821 

428 

2.0e-42 

129 

66 

probable glutathione transferase (EC 2.5, 
ERD11) - Arabidopsis thaliana >gi_497788_ 



1.18) (clone 
dbj BAA04553 



(D17672) glutathione S-transf erase [Arabidopsis thaliana] 
212297 

LIB3145-048-Q1-K1-G10 

BLASTX 

g4105772 

423 

7.0e-42 

90 

43 

(AF049917) PGP9B [Petunia x hybrida] 



212298 

LIB3145-048-Q1-K1-G3 

BLASTX 

gl707021 

266 

2.0e-23 

64 

70 

(U78721) Ubiquit in-conjugating enzyme, 
[Arabidopsis thaliana] 



E2-16kD isolog 



212299 

LIB3145-048-Q1-K1-G6 

BLASTX 

g3193303 

211 

5.0e-17 

94 

44 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



212300 

LIB3145-048-Q1-K1-G8 

BLASTX 

g4336436 

266 

2.0e-23 

77 

70 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 



29474 



Seq. No. 212301 

Seq. ID LIB3145-048-Q1-K1-G9 

Method BLASTX 

NCBI GI g4417293 

BLAST score 212 

E value 2.0e-17 

Match length 49 

% identity 80 . 
NCBI Description (AC007019) unknown protein [Arabidopsis thaliana] 

212302 

LIB3145-048-Q1-K1-H1 
BLASTX 
g2506139 
558 

1.0e-57 

126 
85 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb__CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 


212303 


Seq. ID 


Jj J. ID J _L ri 3 UIO \J±. rtJ. Hi. 


Method 


BLASTX 


NCBI GI 


g2244865 


BLAST score 


408 


E value 


6.0e-40 


Match length 


129 


% identity 


61 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


212304 


Seq. ID 


LIB3145-048-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


gll4268 


BLAST score 


255 


E value 


2.0e-22 


Match length 


75 


% identity 


67 


NCBI Description 


L-ASCORBATE OXIDASE HOMOLOG PRECURSOR (ASCORBASE) 


>gi 541907 pir S23763 gene BplO protein - rape 




>gi 17789_emb_CAA45554_ (X64257) protein homologous 




ascorbate oxidase [Brassica napus] 


Seq. No. 


212305 


Seq. ID 


LIB3145-048-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3650030 


BLAST score 


264 


E value 


4.0e-23 


Match length 


108 



% identity 56 

NCBI Description (AC005396) unknown protein [Arabidopsis thaliana] 
Seq. No. 212306 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29475 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-048-Q1-K1-H8 

BLASTX 

g731676 

205 

3.0e-16 

80 
49 

HYPOTHETICAL 44.9 KD PROTEIN IN ERG7-NMD2 INTERGENIC REGION 
>gi_626632_pir S4 6814 hypothetical protein YHR07 5c - yeast 

(Saccharomyces cerevisiae) >gi_500835 (U10556) Yhr075cp 

[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212307 

LIB3145-048-Q1-K1-H9 

BLASTX 

gl053047 

573 

2.0e-59 

116 

99 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



Seq. No. 


212308 


Seq. ID 


LIB3145-049-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl905930 


BLAST score 


183 


E value 


5.0e-14 


Match length 


38 


% identity 


97 


NCBI Description 


(U31994) MADS box protein [Oryza 


Seq. No. 


212309 


Seq. ID 


LIB3145-049-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g629602 


BLAST score 


432 


E value 


9.0e-43 


Match length 


108 


% identity 


80 


NCBI Description 


probable imbibition protein - wi 



>gi_488787_emb_CAA55893_ (X79330) 
protein [Brassica oleracea] 



putative imbibition 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212310 

LIB3145-049-Q1-K1-A6 

BLASTX 

g465898 

276 

2.0e-24 

120 

30 

HYPOTHETICAL HELICASE K12H4.8 IN CHROMOSOME III 

>gi_630692_pir S44849 K12H4.8 protein - Caenorhabditis 

elegans >gi_289703 (L14331) homology with eukaryotic 



29476 



initiation factor-4A ('eIF-4A) and E. coli Ribonuclease III; 
coded for by C. elegans cDNA GenBank: T02268; putative 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212311 

LIB3145-049-Q1-K1-B10 

BLASTX 

g3024385 

588 

4.0e-61 

129 
88 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) >gi_606652 
(U09805) polygalacturonase [Gossypium barbadense] 

212312 

LIB3145-049-Q1-K1-B3 

BLASTN 

g2160689 

33 

6.0e-09 

109 

83 

Arabidopsis thaliana B' regulatory subunit of PP2A 
( At B 1 alpha) mRNA, complete cds 

212313 

LIB3145-049-Q1-K1-B6 

BLASTX 

g4558556 

341 

4.0e-32 

129 

53 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212314 

LIB3145-049-Q1-K1-B8 

BLASTX 

g2832661 

477 

4.0e-48 

126 
82 

(AL021710) 
thaliana] 



pherophorin - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212315 

LIB3145-049-Q1-K1-C1 

BLASTX 

g2662343 

571 

4.0e-59 

109 

100 

(D63581) EF-1 alpha [Oryza sativa] 



29477 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212316 

LIB3145-049-Q1-K1-C10 

BLASTX 

gl234900 

161 

5.0e-ll 

53 
66 

(X92489) homeobox-leucine zipper protein [Glycine max] 
212317 

LIB3145-049-Q1-K1-C3 

BLASTX 

gll74592 

553 

5.0e-57 

129 

87 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212318 

LIB3145-049-Q1-K1-C4 

BLASTX 

g3702121 

456 

1.0e-45 

130 
72 

(AJ011681) 
rub rum] 



retinoblastoma-related protein [Chenopodium 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212319 

LIB3145-049-Q1-K1-D10 

BLASTX 

g4454033 

378 

2.0e-36 

93 

74 

(AL035394) putative potassium transport protein 
[Arabidopsis thaliana] 

212320 

LIB3145-049-Q1-K1-D12 

BLASTX 

gl841464 

362 

6.0e-35 

86 

48 

(Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



212321 

LIB3145-049-Q1-K1-D2 



29478 



CP 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl730107 

538 

3.0e-55 

127 

80 

LEUCOANTHOCYANIDIN DIOXYGENASE (LDOX) (LEUCOANTHOCYANIDIN 

HYDROXYLASE) >gi_421870_pir S33144 anthocyanidin 

hydroxylase - apple tree >gi_296844_errtb_CAA504 98_ (X71360) 
anthocyanidin hydroxylase [Malus sp.] 



Seq. No. 212322 

Seq. ID LIB3145-049-Q1-K1-D3 

Method BLASTX 

NCBI GI g3063392 

BLAST score 47 9 

E value 3.0e-48 

Match length 130 

% identity 75 

NCBI Description (AB012932) Ca2+/H+ exchanger [Vigna radiata] 

Seq. No. 212323 

Seq. ID LIB3145-049-Q1-K1-D4 

Method BLASTX 

NCBI GI g2558962 

BLAST score 281 

E value 4.0e-25 

Match length 56 

% identity 100 

NCBI Description (AF025667) histone H2B1 [Gossypium hirsutum] 
212324 

LIB3145-04 9-Q1-K1-D6 
BLASTX 
g2494299 
296 

7.0e-27 
59 
93 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 BETA SUBUNIT 
(EIF-2-BETA) >gi_1732361 (U80269) translation initiation 
factor 2 beta [Malus domestica] 

Seq. No. 212325 

Seq. ID LIB3145-049-Q1-K1-E12 

Method BLASTX 

NCBI GI g3421096 

BLAST score 322 

E value 3.0e-30 

Match length 70 

% identity 93 

NCBI Description (AF043528) 20S proteasome subunit PAG1 [Arabidopsis 

thaliana] >gi_3885332 (AC005623) proteasome component 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 212326 

Seq. ID LIB3145-049-Q1-K1-E4 



29479 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2651313 

290 

4.0e-26 

91 

60 

(AC002336) hypothetical protein [Arabidopsis thaliana] 
212327 

LIB3145-049-Q1-K1-E7 

BLASTX 

g2632105 

461 

3.0e-46 

125 
74 

(Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426_emb_CAB38959.1_ (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 

212328 

LIB3145-049-Q1-K1-E9 

BLASTX 

g2460200 

341 

4.0e-32 

108 

62 

(AF020833) eukaryotic translation initiation factor 3 
subunit [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212329 

LIB3145-049-Q1-K1-F10 

BLASTX 

g4567286 

581 

3.0e-60 
129 
84 

(AC006841) 
thaliana] 



putative coatomer alpha subunit [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212330 

LIB3145-049-Q1-K1-F11 

BLASTX 

g3023816 

276 

2.0e-24 

57 

89 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



212331 

LIB3145-049-Q1-K1-F12 
BLASTX 



29480 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244732 
625 

2.0e-65 

123 

91 

(D88413) 



endo-xyloglucan transferase [Gossypium hirsutum] 



212332 

LIB3145-04 9-Q1-K1-F9 

BLASTX 

g3126969 

174 

1.0e-12 

87 

48 

(AF061808) chalcone isomerase [Elaeagnus umbellata] 



212333 

LIB3145-049-Q1-K1-G1 

BLASTX 

g3914435 

497 

2.0e-50 

117 

79 

PROFILIN 1 >gi_3021375_emb_CAA11756_ 
[Glycine max] 



(AJ223982) profilin 



212334 

LIB3145-049-Q1-K1-G4 

BLASTN 

g532574 

53 

3.0e-21 

93 
89 

Gossypium hirsutum L. 
end 



18S ribosomal RNA (18S rRNA) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



212335 

LIB3145-04 9-Q1-K1-H1 

BLASTX 

g2842490 

304 

9.0e-28 

91 
65 

(AL021749) heat-shock protein 
212336 

LIB3145-049-Q1-K1-H2 

BLASTX 

gl66951 

183 

1.0e-13 

93 

43 



[Arabidopsis thaliana] 



29481 



NCBI Description (L06094) polygalacturonase [Persea americana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212337 

LIB3145-049-Q1-K1-H4 

BLASTX 

g4457221 

211 

7.0e-17 

71 

58 

(AF127797) putative bZIP DNA-binding protein [Capsicum 
chinense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212338 

LIB3145-049-Q1-K1-H7 

BLASTX 

g4539401 

287 

8.0e-26 

123 

50 

(AL035526) putative protein [Arabidopsis thaliana] 
212339 

LIB3145-050-Q1-K1-A10 

BLASTX 

g4006827 

474 

9.0e-48 

123 

74 

(AC005970) subtilisin-like protease [Arabidopsis thalxana] 
212340 

LIB3145-050-Q1-K1-A3 

BLASTX 

g4063739 

155 

3.0e-10 

39 

72 

(AC005851) putative copper/zinc superoxide dismutase 
[Arabidopsis thaliana] 



212341 

LIB3145-050-Q1-K1-A7 
BLASTN 
g3241917 
36 

9.0e-ll 
80 

_ 86 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19B1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 
Seq. ID 



212342 

LIB3145-050-Q1-K1-A8 



29482 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2225877 

444 

3.0e-44 

111 

78 

(AB002406) TIP49 [Rattus norvegicus] >gi_4106528 (AF100694) 
Pontin52 [Mus musculus] >gi_452127 6_dbj_BAA76313 . 1_ 
(AB001581) DNA helicase p50 [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212343 

LIB3145-050-Q1-K1-A9 

BLASTX 

g3063643 

184 

5.0e-14 

64 
67 

(AF056622) putative Cu/Zn superoxide dismutase precursor 
[Vitis vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212344 

LIB3145-050-Q1-K1-B10 

BLASTX 

gll74592 

451 

6.0e-46 

118 

85 

TUBULIN ALPHA- 1 CHAIN >gi_211927 0_pir S60233 alpha -tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 


212345 


Seq. ID 


LIB3145-050-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2627181 


BLAST score 


172 


E value 


2.0e-12 


Match length 


35 


% identity 


86 


NCBI Description 


( D8 961 9 ) cycloartenol 


Seq. No. 


212346 


Seq. ID 


LIB3145-050-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl916292 


BLAST score 


198 


E value 


2.0e-15 


Match length 


93 


% identity 


39 


NCBI Description 


(U89793) allergen Amb 


Seq. No. 


212347 


Seq. ID 


LIB3145-050-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g!335862 



a VI [Ambrosia artemisiif olia] 



29483 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



628 

9.0e-66 

132 

89 

(U42608) clathrin heavy chain [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212348 

LIB3145-050-Q1-K1-B9 

BLASTX 

g2065531 

297 

4.0e-27 

104 
58 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
212349 

LIB3145-050-Q1-K1-C1 

BLASTX 

g533692 

179 

4.0e-13 

59 
58 

(U12150) protease inhibitor [Glycine max] 
212350 

LIB3145-050-Q1-K1-C11 

BLASTX 

gll03712 

556 

3.0e-57 

131 

89 

(X83729) inorganic pyrophosphatase [Nicotiana tabacum] 
212351 

LIB3145-050-Q1-K1-C2 

BLASTX 

g2244847 

276 

5.0e-25 

60 

88 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 



Seq. No. 212352 

Seq. ID LIB3145-050-Q1-K1-C5 

Method BLASTN 

NCBI GI g598848 

BLAST score 32 

E value 6.0e-09 

Match length 64 

% identity 88 

NCBI Description Human HepG2 3 T region Mbol cDNA, clone hmd4hl2m3 



29484 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212353 

LIB3145-050-Q1-K1-C6 

BLASTX 

gl346735 

405 

1.0e-39 

117 
68 

2 , 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi 1076562_pir S49647 phosphoglycerate mutase (EC 

5.472.1) - castor bean >gi_474170_emb_CAA4 9995_ (X70652) 
phosphoglycerate mutase [Ricinus communis] 

212354 

LIB3145-050-Q1-K1-C8 

BLASTX 

g4098129 

561 

5.0e-58 

109 
98 

(U73588) sucrose synthase [Gossypium hirsutum] 
212355 

LIB3145-050-Q1-K1-C9 

BLASTX 

gl408471 

440 

1.0e-43 

119 

71 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

212356 

LIB3145-050-Q1-K1-D10 

BLASTX 

g3776559 

251 

1.0e-21 

122 

52 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



212357 

LIB3145-050-Q1-K1-D11 

BLASTX 

g2244898 

277 

5.0e-45 

118 

69 



29485 




NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 

212358 

LIB3145-050-Q1-K1-D2 

BLASTX 

g3080400 

258 

2.0e-22 

52 

94 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455264_emb_CAB36800.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 

212359 

LIB3145-050-Q1-K1-D7 

BLASTX 

gl703375 

466 

9.0e-47 

90 

100 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212360 

LIB3145-050-Q1-K1-D8 

BLASTX 

gl778093 

561 

6.0e-58 

129 

84 

(U64902) putative sugar transporter; member of ma^or 
facilitative superf amily; integral membrane protein [Beta 
vulgaris] 

212361 

LIB3145-050-Q1-K1-D9 

BLASTX 

g3901014 

235 

1.0e-19 

55 
76 

(AJ130886) 
sylvatica] 



metallothionein-like protein class II [Fagus 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



212362 

LIB3145-050-Q1-K1-E6 

BLASTX 

g3269285 

451 

5.0e-45 

125 

71 



29486 



# 



NCBI Description (AL030978) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212363 

LIB3145-050-Q1-K1-E7 

BLASTX 

g3269285 

196 

3.0e-15 

59 

66 

(AL030978) hypothetical protein [Arabidopsis thaliana] 
212364 

LIB3145-050-Q1-K1-E8 

BLASTX 

g2388561 

490 

1.0e-49 

120 

78 

(AC000098) Similar to Arabidopsis hypothetical protein 
PID:e326839 (gb_Z97337) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212365 

LIB3145-050-Q1-K1-E9 

BLASTX 

g3269285 

252 

8.0e-22 

72 

69 

(AL030978) hypothetical protein [Arabidopsis thaliana] 
212366 

LIB3145-050-Q1-K1-F2 

BLASTX 

gl350783 

220 

6.0e-18 

130 

6 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 

>gi_282883_pir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_2842492_emb__CAA16889_ (AL021749) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212367 

LIB3145-050-Q1-K1-F3 

BLASTX 

g2642215 

181 

2.0e-13 

70 

51 

(AF030386) NOI protein [Arabidopsis thaliana] 



29487 



1NO . 




Seq. 1U 


T TR^I ^R-D^fi-OI -K1 -F4 


Method 


BLASTX 


NCBI GI 


g2961300 


BLAST score 


in a 


E value 


S Do-? 8 


Match length 


Dj 


Q. A y-I V"t +" "! -1- T r 

=5 jLaenT-Xuy 


Q7 


NCBI Description 




oeq. jno. 


919^69 

1- £. ~J \) -J 


beq. J-U 






RLASTX 


NCBI GI 


g3122032 


BLAST score 


226 


E value 


1.0e-18 


Match length 


94 


% identity 


46 


NCBI Description 


HYPOTHETICAL 56.3 KD 



PROTEIN C47E12.8 IN CHROMOSOME IV 
_ 104_ (Z68882) predicted using 
Genefinder;~Similarity to Mouse Ulip protein (PIR Acc. No. 
S55525) [Caenorhabditis elegans] 



Seq. No. 


212370 


Seq. ID 


LIB3145-050-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2078350 


BLAST score 


596 


E value 


5.0e-62 


Match length 


132 


% identity 


89 


NCBI Description 


(U95923) transaldolase [Solanum tuberosum] 


Seq. No. 


212371 


Seq. ID 


LIB3145-050-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2505940 


BLAST score 


380 


E value 


1.0e-36 


Match length 


101 


% identity 


77 


NCBI Description 


(Y13071) 26S proteasome, non-ATPase subunit 


Seq. No. 


212372 


Seq. ID 


LIB3145-050-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4510342 


BLAST score 


489 


E value 


2.0e-49 


Match length 


132 


% identity 


73 


NCBI Description 


(AC006921) putative serine/threonine protein 




[Arabidopsis thaliana] 


Seq. No. 


212373 


Seq. ID 


LIB3145-050-Q1-K1-G9 



[Mus mus cuius] 



29488 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464628 

141 

6.0e-09 

46 

65 

60S RIBOSOMAL PROTEIN L22 (EPSTEIN-BARR VIRUS SMALL RNA 
ASSOCIATED PROTEIN) {EBER ASSOCIATED PROTEIN) <EAP) 

{HEPARIN BINDING PROTEIN HBP15) >gi_542841_pir JC2120 

heparin-binding protein 15 - human >gi_31062_emb_CAA42007_ 
(X59357) Epstein-Barr virus small RNA associated protein 
[Homo sapiens] >gi_409070_dbj_BAA04545_ (D17652) HBpl5/L22 
[Homo sapiens] >gi__4506613__ref_NP_000974 . l_pRPL22_ 
ribosomal protein L22 



Seq. No. 212374 

Seq. ID LIB3145-050-Q1-K1-H7 

Method BLASTX 

NCBI GI g2218150 

BLAST score 712 

E value 1.0e-75 

Match length 134 

% identity 95 

NCBI Description (AF005278) type Ilia membrane protein cp-wapll [Vigna 
unguiculata] 

Seq. No. 212375 

Seq. ID LIB3145-051-Q1-K1-A1 

Method BLASTX 

NCBI GI g416922 

BLAST score 514 

E value 2.0e-52 

Match length 119 

% identity 81 



NCBI Description DEOXYURI DINE 5 f -TRIPHOSPHATE NUCLEOT I DOHYDROLASE (DUTPASE) 

(DUTP PYROPHOSPHATASE) (P18) >gi_282947_pir JQ1599 dUTP 

pyrophosphatase (EC 3.6.1.23) - tomato 

>gi_251897_bbs_109276 (S40549) deoxyuridine triphosphatase, 
dUTPase, P18 {EC 3.6.1.23} [tomatoes, Tint Tim cultivar 
LA154, Peptide, 169 aa] [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212376 

LIB3145-051-Q1-K1-A2 

BLASTX 

gl843527 

362 

1.0e-34 

98 

77 

(U73747) annexin [Gossypium hirsutum] 



Seq. No. 212377 

Seq. ID LIB3145-051-Q1-K1-A7 

Method BLASTX 

NCBI GI g!351408 

BLAST score 487 

E value 2.0e-49 



29489 




103 
83 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 

Seq. No. 212378 

Seq. ID LIB3145-051-Q1-K1-B7 

Method BLASTX 

NCBI GI gl903034 

BLAST score 341 

E value 3.0e-32 

Match length 99 

% identity 68 

NCBI Description (X94625) amp-binding protein [Brassica napus] 
212379 

LIB3145-051-Q1-K1-B9 
BLASTX 
g2501449 
335 

2.0e-31 
66 
97 

UBIQUITIN-LIKE PROTEIN SMT3 >gi_1668773__emb_CAA67922_ 
(X99608) ubiquitin-like protein [Oryza sativa] 

Seq. No. 212380 

Seq. ID LIB3145-051-Q1-K1-C2 

Method BLASTX 

NCBI GI g3915826 

BLAST score 44 9 

E value 7.0e-45 

Match length 112 

% identity 72 

NCBI Description 60S RIBOSOMAL PROTEIN L5 

Seq. No. 212381 

Seq. ID LIB3145-051-Q1-K1-C8 

Method BLASTX 

NCBI GI g730526 

BLAST score 408 

E value 4.0e-40 

Match length 101 

% identity 7 9 

NCBI Description 60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi 480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

Seq. No. 212382 

Seq. ID LIB3145-051-Q1-K1-C9 

Method BLASTX 

NCBI GI g!706958 

BLAST score 394 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29490 



E value 2.0e-38 

Match length 103 

% identity 71 

NCBI Description (U58284] 



cellulose synthase [Gossypium hirsutum] 



212383 

LIB3145-051-Q1-K1-D11 
BLASTX 
g!082766 
180 

2.0e-13 
49 

% -LueiiLJ-uy 67 

NCBI Description ribosomal protein L29 - human >gi_7 93843_emb_CAA8 9008_ 
(Z49148) ribosomal protein L29 [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212384 

LIB3145-051-Q1-K1-D12 

BLASTX 

g3522938 

259 

1.0e-22 

92 

54 

(AC004411) unknown protein [Arabidopsis thaliana] 
212385 

LIB3145-051-Q1-K1-D5 

BLASTX 

g!850546 

228 

5.0e-19 

105 

53 

(U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 

212386 

LIB3145-051-Q1-K1-D8 

BLASTX 

g3738322 

382 

6.0e-37 

78 

95 

(AC005170) putative small nuclear ribonucleoprotein 
[Arabidopsis thaliana] 

212387 

LIB3145-051-Q1-K1-E1 

BLASTX 

gl619300 

506 

2.0e-51 

105 
90 

(X95269) LRR protein [Lycopersicon esculentum] 



29491 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212388 

LIB3145-051-Q1-K1-E10 

BLASTX 

g3023637 

299 

2.0e-27 

87 

66 

PROBABLE AT P- DE PENDENT RNA HELICASE HRH1 (DEAH BOX PROTEIN 

8) >gi_1362899_pir A56236 probable RNA helicase 1 - human 

>gi_807817_dbj_BAA09078_ (D50487) RNA helicase (HRH1) [Homo 
sapiens] 

212389 

LIB3145-051-Q1-K1-E2 

BLASTX 

gl70354 

499 

7.0e-51 

100 

20 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 
212390 

LIB3145-051-Q1-K1-E9 

BLASTX 

g549063 

400 

4.0e-39 

91 

82 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151__ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 


212391 


Seq. ID 


LIB3145-051-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3176669 


BLAST score 


287 


E value 


9.0e-26 


Match length 


89 


% identity 


60 


NCBI Description 


(AC004393) End is cut 


Seq. No. 


212392 


Seq. ID 


LIB3145-051-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl31770 


BLAST score 


170 


E value 


2.0e-12 


Match length 


63 


% identity 


56 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 




(VEGETATIVE SPECIFIC 



[Arabidopsis thaliana] 



29492 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

212393 

LIB3145-051-Q1-K1-F3 

BLASTX 

g3176707 

192 

8.0e-15 

90 
44 

(AC002392) putative proline-rich protein APG [Arabidopsis 
thaliana] 

212394 

LIB3145-051-Q1-K1-F5 

BLASTX 

g3913006 

455 

1.0e-45 

107 

83 

AGAMOUS PROTEIN >gi_478387_pir JQ2212 pMADS3 protein - 

garden petunia >gi_313113_emb__CAA51417_ (X72912) pMADS3 
[Petunia x hybrida] 

212395 

LIB3145-051-Q1-K1-F6 

BLASTN 

g3738256 

35 

3.0e-10 

47 

94 

Populus nigra PnCytPGKl mRNA for cytosolic phosphoglycerate 
kinase 1, complete cds 

212396 

LIB3145-051-Q1-K1-F7 

BLASTX 

g2947063 

187 

5.0e-14 

109 

26 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



212397 

LIB3145-051-Q1-K1-G10 

BLASTX 

g543813 

164 

6.0e-12 

38 

89 



29493 



NCBI Description FLORAL HOMEOTIC PROTEIN APETALA1 (AGL7 PROTEIN) 

>gi_16162_emb_CAA78909_ (Z16421) API [Arabidopsis thaliana] 



Seq. No. 


212398 


Seq. ID 


LIB3145-051- 




BLASTX 


MPDT (IT 


a4204257 


DT 7\ QT 1 cpnyD 
DioriO 1 oUUIc 




Hi VCIXUC 


2 Oe-28 




87 




61 


WPRT npcirri nt" "i on 


(AC005223) 


Seq. No. 


212399 


Seq. ID 


LIB3145-051 


Method 


BLASTN 


NCBI GI 


g2281081 


BLAST score 


40 


E value 


3.0e-13 


Match length 


52 


% identity 


94 


NCBI Description 


Arabidopsis 



5493 [Arabidopsis thaliana] 



sequence, 



aliana chromosome II BAC F18019 genomic 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


212400 


Seq. ID 


LIBol4o-Uoi— yj- _ ixl-(jy 


Method 


BLASTX 


NCBI GI 


g2065531 


BLAST score 


395 


E value 


2.0e-38 


Match length 


95 


% identity 


74 


NCBI Description 


(U78526) endo-1, 4-beta-glucanase [Lycopersicon < 


Seq. No. 


212401 


Seq. ID 


LIB3145-051-Q1-K1-H10 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


4.0e-09 


Match length 


36 


% identity 


97 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


212402 


Seq. ID 


LIB3145-051-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2914706 


BLAST score 


347 


E value 


6.0e-33 


Match length 


86 


% identity 


74 


NCBI Description 


(AC003974) putative homeobox protein [Arabidops 


Seq. No. 


212403 


Seq. ID 


LIB3145-051-Q1-K1-H9 


Method 


BLASTX 



29494 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2459442 
289 

4.0e-26 

89 

65 

(AC002332) 
thaliana] 



putative DNA-binding protein PD1 [Arabidopsis 



212404 

LIB3145-052-Q1-K1-A11 

BLASTX 

gl27041 

357 

5.0e-34 

125 
68 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 



Seq. No. 


212405 


Seq. ID 


LIB3145-I 


Method 


BLASTX 


NCBI GI 


g2281330 


BLAST score 


442 


E value 


6.0e-44 


Match length 


127 


% identity 


65 


NCBI Description 


(U85646) 


Seq. No. 


212406 


Seq. ID 


LIB3145- 


Method 


BLASTX 


NCBI GI 


gl665777 


BLAST score 


151 


E value 


2.0e-10 


Match length 


* 50 


% identity 


60 


NCBI Description 


(D87444) 




(S25110) 



Similar to S.cerevisiae 
[Homo sapiens] 



EMP70 protein precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212407 

LIB3145-052-Q1-K1-A6 

BLASTX 

g2498490 

265 

2.0e-23 

99 

51 

VIRAL INTEGRATION SITE PROTEIN INT-6 >gi_1854579 (L35556) 
Int-6 [Mus musculus] >gi_2114363 (U62962) similar to mouse 
Int-6 [Homo sapiens] >gi_2351382 (U54562) eIF3-p48 [Homo 
sapiens] >gi_2688818 (U85947) Int-6 [Homo sapiens] 
>gi 2695701 (U94175) mammary tumor-associated protein INT6 
[Homo sapiens] >gi_4503521_ref__NP_0 0 1559 . l_pEIF3S6_ murine 



29495 



mammary tumor integration site 6 (oncogene homolog) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212408 

LIB3145-052-Q1-K1-A7 

BLASTX 

gl703115 

631 

4.0e-66 

117 

99 

ACTIN 3 >gi_2129526_pir S68112 actin 3 - Arabidopsis 

thaliana >gi_1145695 (U39480) actin [Arabidopsis thaliana] 
>gi_3236244 (AC004684) actin 3 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212409 

LIB3145-052-Q1-K1-A9 

BLASTX 

g3024127 

613 

5.0e-64 

118 

96 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb^CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212410 

LIB3145-052-Q1-K1-B1 

BLASTX 

g418777 

262 

8.0e-23 

49 

98 

phosphoprotein phosphatase (EC 3.1.3.16) 2A-alpha catalytxc 
chain (clone EP7) - Arabidopsis thaliana (fragment) 



Seq. No. 


212411 


Seq. ID 


LIB3145-052- 


Method 


BLASTX 


NCBI GI 


g3688600 


BLAST score 


492 


E value 


9.0e-50 


Match length 


125 


% identity 


71 


NCBI Description 


(AB009030) ] 


Seq. No. 


212412 


Seq. ID 


LIB3145-052 


Method 


BLASTX 


NCBI GI 


g346685 


BLAST score 


389 


E value 


1.0e-37 


Match length 


97 


% identity 


70 



29496 



NCBI Description 



developmentally-regulated GTP-binding protein - mouse 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212413 

LIB3145-052-Q1-K1-B5 

BLASTX 

g2129955 

418 

4.0e-41 

127 
57 

photoassimilate-responsive protein PAR- lb precursor - 
common tobacco >gi_871487_emb_CAA58731_ (X83851) mRNA 
inducible by sucrose and salicylic acid expressed in 
sugar-accumulating tobacco plants [Nicotiana tabacum] 



Seq. No. 


212414 


dorr TH 


LTTHI 4 5-052-O1-K1-B7 

JjlDJlU \J *J St-"- L\J- LJ f 


LYietnou. 




mpd t r*T 




DT 7\ QT" 1 cnnrp 
D±_x-_D 1 oLUic 


720 


il value 




j>iar.cn ±engT,n 






98 


inudi Description 


\MJ-i\J £ 1O04 j -L tiOt;^ UUi. piULCXll JS._Llia.OC 




T UroKn /-\-r-*> o i o f ha 1 n anal 
L r\J_ ciiJ-L LivJ^J o J- o uIJ.d_L_La.licl J 


Seq. No. 


212415 


beq. iu 


t tr^i _m— ns?— m — t^i —pi n 

LlDJl't J UJi LJ1 JTVX v_*XU 


Method 


nLi/io 1 A 


NtBl bl 


goooyo / u 


DLifioi score 


1 77 


E value 


o . ue 1j 


Match length 




o -i- *utc *— i— . -J- *— y 


77 


NCBI Description 


(AF098753) unknown [Oryza sativa] 


Seq. No. 


212416 


Seq. ID 


LIB3145-052-Q1-K1-C11 


Method 


BLASTN 


NCBI GI 


g3869074 


BLAST score 


33 


E value 


6.0e-09 


Match length 


33 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, < 




MMI9, complete sequence [Arabidops: 


Seq. No. 


212417 


Seq. ID 


LIB3145-052-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2281330 


BLAST score 


499 


E value 


1.0e-50 


Match length 


142 



- like protein 



chromosome 5, PI clone 



% identity 66 

NCBI Description (U85646) 



putative pectate lyase Nt59 [Nicotiana tabacum] 



29497 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212418 

LIB3145-052-Q1-K1-C3 

BLASTX 

gl22085 

506 

2.0e-51 

119 

86 

HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194__pir S57626 histone H3 - maize 

>gi_20251_emb__CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M774 94) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_88 6738_emb_CAA59111__ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_131477 9 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi 225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



Seq, No. 


212419 


Seq. ID 


LIB3145-052-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2979552 


BLAST score 


450 


E value 


7.0e-45 


Match length 


137 


% identity 


66 


NCBI Description 


(AC003680) unknown protein [Arabidopsis thaliana] 


Seq. No. 


212420 


Seq. ID 


LIB3145-052-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g!928960 


BLAST score 


462 


E value 


3.0e-46 


Match length 


131 


% identity 


69 


NCBI" Description 


(U92286) pyrroline-5-carboxylate synthetase [Acti 




deliciosa] 


Seq. No. 


212421 


Seq. ID 


LIB3145-052-Q1-K1-C8 


Method 


BLASTX 




29498 



I 



NCBI GI g3650030 

BLAST score 24 7 

E value 4.0e-21 

Match length 7 9 

% identity 57 

NCBI Description (AC005396) unknown protein [Arabidopsis thaliana] 

Seq. No. 212422 

Seq. ID LIB3145-052-Q1-K1-D10 

Method BLASTX 

NCBI GI gl350548 

BLAST score 301 

E value 2.0e-27 

Match length 95 

% identity 57 

NCBI Description (L47609) heat shock-like protein [Picea glauca] 




Seq. No. 

Seq. ID 

Method 

NCPI GI 

BtAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212423 

LIB3145-052-Q1-K1-D11 

BLASTX 

gl518540 

548 

2.0e-56 

121 

88 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
212424 

LIB3145-052-Q1-K1-D12 

BLASTX 

gl346485 

645 

9.0e-68 

135 

90 

MALATE OXIDOREDUCTASE (MALIC ENZYME) (ME) (NADP-DEPENDENT 
MALIC ENZYME) (NADP-ME) >gi_204 69_emb_CAA39690_ (X56233) 
malic enzyme [Populus balsamifera subsp. trichocarpa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212425 

LIB3145-052-Q1-K1-D5 

BLASTX 

gl213450 

267 

2.0e-23 
86 
58 

(U48963) 
breweri] 



isopentenyl pyrophosphate isomerase [Clarkia 



Seq. No. 212426 

Seq. ID LIB3145-052-Q1-K1-D6 

Method BLASTX 

NCBI GI g3309243 

BLAST score 657 

E value 4.0e-69 

Match length 134 



29499 



% identity 

NCBI Description 



92 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212427 

LIB3145-052-Q1-K1-D8 

BLASTX 

gl888557 

580 

4.0e-60 

127 

79 

(U89841) diadenosine 5 1 , 5 ' f ' -PI, P4-tetraphosphate hydrolase 
[Lupinus angustifolius] 

212428 

LIB3145-052-Q1-K1-D9 

BLASTX 

g3451068 

220 

4.0e-18 

89 
53 

(AL031326) putative protein [Arabidopsis thaliana] 
212429 

LIB3145-052-Q1-K1-E3 

BLASTX 

g2829909 

190 

2.0e-14 

135 

44 

(AC002291) Hypothetical protein [Arabidopsis thaliana] 
212430 

LIB3145-052-Q1-K1-E6 

BLASTX 

g2662415 

141 

1.0e-08 

48 

56 

(U97494) metallothionein-like protein [Prunus armeniaca] 
212431 

LIB3145-052-Q1-K1-E8 

BLASTX 

g!706918 

266 

2.0e-23 

95 

47 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_498647 (U10277) 
sulfotransf erase-like flavonol [Flaveria bidentis] 



Seq. No. 



212432 



29500 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3145-052-Q1-K1-F10 

BLASTX 

g2764941 

410 

3.0e-40 

101 

70 

(X98255) transcriptionally stimulated by gibberellins; ^ 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 

212433 

LIB3145-052-Q1-K1-F11 

BLASTX 

g2764941 

285 

1.0e-25 

90 
58 

(X98255) transcriptionally stimulated by gibberellins; ^ 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



oeq . ino . 


j£. J_i. *± -J *± 


Seq. ID 


LIB3145-052-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4539363 


BLAST score 


154 


E value 


4.0e-10 


Match length 


88 


% identity 


41 


NCBI Description 


(AL049525) putative protein 


Seq. No. 


212435 


Seq. ID 


LIB3145-052-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4006911 


BLAST score 


205 


E value 


4.0e-16 


Match length 


75 


% identity 


87 


NCBI Description 


(Z99708) trichohyalin like ] 


Seq. No. 


212436 


Seq. ID 


LIB3145-052-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g461812 


BLAST score 


230 


E value 


5.0e-19 


Match length 


142 


% identity 


39 


NCBI Description 


CYTOCHROME P450 72 (CYPLXXI 



( PROBABLE 

GERAN IOL- 1 0 -HYDROXYLASE ) (GE10H) >gi_167484 (L10081) 
Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



29501 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212437 

LIB3145-052-Q1-K1-G2 

BLASTX 

g!351359 

291 

3.0e-26 

69 

71 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 7.8 KD PROTEIN 

(MITOCHONDRIAL HINGE PROTEIN) (CR7) >gi_1071788_pir S48690 

ubiquinol— cytochrome-c reductase (EC 1.10.2.2) UK protein 

- potato >gi_488712_emb_CAA55860_ (X79273) 

ubiquinol — cytochrome c reductase [Solanum tuberosum] 



Seq. No. 


212438 


Seq. ID 


LIB3145-052-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4539355 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


47 


% identity 


68 


NCBI Description 


(AL049525) putative protein 


Seq. No. 


212439 


Seq. ID 


LIB3145-052-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3024386 


BLAST score 


504 


E value 


3.0e-51 


Match length 


139 


% identity 


62 


NCBI Description 


POLYGALACTURONASE PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(PG) ( PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (U09717) polygalacturonase [Gossypium hirsutum] 

212440 

LIB3145-052-Q1-K1-G6 

BLASTX 

g4325367 

185 

8.0e-14 

97 
48 

(AF128396) contains similarity to Nicotiana tabacum B-type 
cyclin (GB:D50737) [Arabidopsis thaliana] 

212441 

LIB3145-052-Q1-K1-G8 

BLASTX 

gl706403 

317 

2.0e-29 
65 

' 94 

GLUTAMATE DEHYDROGENASE (GDH) >gi_1085815jpir S54797 

glutamate dehydrogenase {EC 1.4.1.2) - Vitis vinifera 



29502 



>gi_806595_emb_CAA60507_ (X86924) glutamate dehydrogenase 
[Vitis vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212442 

LIB3145-052-Q1-K1-H10 

BLASTX 

g505482 

279 

4.0e-25 

83 

73 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



Seq. No. 


212443 




OCvj . -L U 


LIB3145-052-Q1-K1-H5 




l v ic LIKJU 


BLASTX 






g629858 






476 




ill ValUc 


6.0e-48 




LYiaccn leng un 


115 




% "i Honfi "("^7 


80 




NL,n± jjescrxpi-ion 


protein kinase C inhibitor - maize 




Seq. No. 


212444 




Cekrr TD 
oeq • ± u 


LIB3145-052-Q1-K1-H6 




rieunoci 


BLASTX 






g3123745 






182 




Jti Value 


2.0e-13 




Match length 


118 






35 






(AB013447) aluminum-induced [Brassica napus] 


Seq. No. 


212445 




beq. iu 


LIB3145-052-Q1-K1-H7 




PQernoci 


BLASTX 






g872116 




BLAST score 


646 




E value 


7.0e-68 




Match length 


131 




% identity 


33 




NCBI Description 


(X79770) sti (stress inducible protein) 


[Glycine : 


Seq. No. 


212446 




Seq. ID 


LIB3145-052-Q1-K1-H9 




Method 


BLASTX 




NCBI GI 


g872116 




BLAST score 


582 




E value 


2.0e-60 




Match length 


135 




% identity 


31 


[Glycine 


NCBI Description 


(X79770) sti (stress inducible protein) 


Seq. No. 


212447 




Seq. ID 


LIB3145-053-Q1-K1-A3 




Method 


BLASTX 





29503 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g2351374 
354 

1.0e-33 

115 
69 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 

212448 

LIB3145-053-Q1-K1-A4 

BLASTN 

g296442 

33 

6.0e-09 

65 

88 



NCBI Description G.max ADR11 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



212449 

LIB3145-053-Q1-K1-A5 

BLASTX 

gl084349 

585 

9.0e-61 

120 

90 

aldehyde dehydrogenase homolog btg-26 - rape 
>gi_913941_bbs_164188 (S77096) aldehyde dehydrogenase 
homolog^btg-26 [Brassica napus f cv. Bridger, Peptide, 494 
aa] [Brassica napus] 

212450 

LIB3145-053-Q1-K1-A6 

BLASTX 

g4325371 

245 

8.0e-21 

103 

53 

(AF128396) contains similarity to Medicago truncatula N7 
protein (GB:Y17 613) [Arabidopsis thaliana] 



212451 

LIB3145-053-Q1-K1-A7 

BLASTN 

g3789728 

48 

7.0e-18 

48 

100 

Tortula ruralis 18S ribosomal RNA gene, 



partial sequence 



212452 

LIB3145-053-Q1-K1-B1 

BLASTX 

g3522938 

204 



29504 



Ej value 


3.0e-16 


LICIL- Oil ICliy L.11 


98 


^ j_u.t;iiL.x uy 


48 


NPRT Dp<^ cri idI - ion 


(AC004 411) unknown protein [Arabidopsis thaliana] 


Corf No 


212453 


Seq. ID 


LIB3145-053-Q1-K1-B11 


lit; UllL^iwl 


BLASTX 


NCBI GI 


g4490292 


BLAST score 


180 


Jui V CLX LLC 


3.0e-13 


L v ici L.011 icuy Uli 


52 






NPRT np^printion 


(AL035678) putative protein [Arabidopsis thaliana] 




212454 


Spa TD 


LIB3145-053-Q1-K1-B2 


L v ieuiiou. 


RT.ASTX 

J_JJ_l.T-.i_} X /i. 


NCBI GI 


g4567210 


BLAST score 


456 


J_j V dJL LLC? 


6.0e-50 


rlaLUii _Lt5iiyL.ii 


108 


9- i Han't" i , I"T7 




NPRT Dp^pr i mi - "i fin 


(AC007168) unknown protein [Arabidopsis thaliana] 


beq. jmo . 


91 9_i 

4. ia4 j j 


x u 


LIB3145-053-O1-K1-B3 


fx An 4- Vt r\ /■) 

i v ie uflOU. 


RT.ASTX 

□unij x A 


NCBI GI 


g2809326 


BLAST score 


424 


TP TT2a 1 n A 


8 Oe-42 


Mahr<h "1 fft- V\ 


X X J 






NPRT rjpsrri Dtion 

LH \s J— * J- i-/ ^ y^r J L. W 1— -1- \-/ A X 


(U72663) uricase II [Phaseolus vulgaris] 


oeq • LNO • 


91 94S6 


OC^« XX/ 


LIB3145-053-Q1-K1-B4 


M 4~ V 1 ! 
LYieT-iiOu. 


RT.ASTX 


LN^IjX Ul 


al362051 


BLAST score 


674 


E value 


4.0e-71 


naucu xeiiy i_n 


135 


Sr n Hon"!* t +* ^7 


93 


LMV/Dl UtSoOX XLJ LXvJII 


nrotp-in kinase 3 - sovbean >ai 310582 (L19361) prot 




kinasp 3 TGlvcine max! 


oeq. LNO. 




Seq. ID 


LIB3145-053-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4033349 


BLAST score 


476 


E value 


6.0e-48 


Match length 


123 



% identity 75 

NCBI Description (AJ223496) phosphoenolpyrovate carboxylase [Brassica 
juncea] 



29505 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212458 

LIB3145-053-Q1-K1-C11 

BLASTX 

g3287881 

227 

9.0e-19 

131 

38 

NADH-UBIQUINONE OXIDOREDUCTASE 18 KD SUBUNIT PRECURSOR 
(COMPLEX 1-18 KD) (CI-18 KD) (COMPLEX I-AQDQ) (CI-AQDQ) 
>gi_2655053 (AF020351) NADH: ubiquinone oxidoreductase 18 
kDa _ IP subunit [Homo sapiens] 

>gi_4505369_ref_NP_002486.1_pNDUFS4_ NADH dehydrogenase 
(ubiquinone) Fe-S protein 4 (18kD) (NADH- coenzyme Q 
reductase) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212459 * 

LIB3145-053-Q1-K1-C12 

BLASTX 

g3128228 

570 

5.0e-59 

116 

91 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212460 

LIB3145-053-Q1-K1-C4 

BLASTX 

g3287695 

413 

2.0e-40 
132 
58 

(AC003979) 
gb_1729503 
thaliana] 



Similar to hypothetical protein C34B7.2 
from C. elegans cosmid gb_Z83220. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212461 

LIB3145-053-Q1-K1-C6 

BLASTX 

gl084419 

161 

6.0e-ll 

127 

36 

histone HI - common tobacco 
[Nicotiana tabacum] 



>gi 790929 (L29456) histone HI 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



212462 

LIB3145-053-Q1-K1-C9 

BLASTX 

g!00069 

172 

3.0e-12 



29506 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 
45 

cysteine proteinase tpp (EC 3.4.22.-) - garden pea 
>gi_3980198_emb_CAA46863_ (X66061) thiolprotease [Pisum 
sativum] 

212463 

LIB3145-053-Q1-K1-D10 

BLASTX 

gl531672 

687 

1.0e-72 

130 
100 

(U68461) actin [Striga asiatica] 



212464 

LIB3145-053-Q1-K1-D3 

BLASTX 

g2281334 

359 

3.0e-34 

133 

54 

(U83619) putative pectate lyase 



[Arabidopsis thaliana] 



212465 

LIB3145-053-Q1-K1-D4 

BLASTX 

g710626 

154 

4.0e-10 

43 

60 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_38 94181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212466 

LIB3145-053-Q1-K1-D7 

BLASTX 

g4558591 

286 

1.0e-25 
76 
75 

(AC006555) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



212467 

LIB3145-053-Q1-K1-D8 

BLASTX 

g2583081 

217 

1.0e-17 

93 



29507 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

(AF026977) microsomal glutathione S-transf erase 3 [Homo 
sapiens] 

212468 

LIB3145-053-Q1-K1-D9 

BLASTX 

g4490321 

460 

5.0e-46 

105 

85 

(AJ011604) nitrate transporter [Arabidopsis thaliana] 
212469 

LIB3145-053-Q1-K1-E1 

BLASTN 

gl907378 

38 

6.0e-12 

100 

90 

Nymphaea nouchali 28S ribosomal RNA gene, partial sequence 



Seq. No. 


212470 


Seq. ID 


LIB3145-053-Q1-K1-E3 


Method 


T3T 7\ GfV 
DiaAb 1 A 


\ir i 'DT CT 

JNLdI laX 


gz / 3 dj o / 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


111 


% identity 


36 


NCBI Description 


(AF039041) No definition line found [( 




elegans] 


Seq. No. 


212471 


Seq. ID 


LIB3145-053-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g!354849 


BLAST score 


328 


E value 


1.0e-30 


Match length 


133 


% identity 


51 


NCBI Description 


(U57350) epoxide hydrolase [Nicotiana 


Seq. No. 


212472 


Seq. ID 


LIB3145-053-Q1-K1-E7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


5.0e-09 


Match length 


33 


% identity 


58 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


212473 


Seq. ID 


LIB3145-053-Q1-K1-E9 



29508 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2828187 

36 

9.0e-ll 

44 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21C13, complete sequence [Arabidopsis thaliana] 



Sea No. 


212474 


Seq. ID 


LIB3145-053-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl220196 


BLAST score 


575 


E value 


2.0e-59 


Match length 


122 


% identity 


89 


NCBI Description 


(U49061) alcohol dehydrogenase 


Seq. No. 


212475 


Seq. ID 


LIB3145-053-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gll73256 


BLAST score 


646 


E value 


7.0e-68 


Match length 


124 


% identity 


99 


NCBI Description 


40S RIBOSOMAL PROTEIN S4 >gi 62 



2a [Gossypium hirsutum] 



protein S4 - upland cotton >gi_4 88739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 



Seq* No. 


212476 


Seq. ID 


LIB3145-053 


Method 


BLASTX 


NCBI GI 


g2558654 


BLAST score 


170 


E value 


4.0e-12 


Match length 


129 


% identity 


29 


NCBI Description 


(AC002354) ] 


Seq. No. 


212477 


Seq. ID 


LIB3145-053 


Method 


BLASTX 


NCBI GI 


g4455237 


BLAST score 


437 


E value 


2.0e-43 


Match length 


135 


% identity 


62 


NCBI Description 


(AL035523) 




[Arabidopsi 


Seq. No. 


212478 


Seq. ID 


LIB3145-053 


Method 


BLASTX 


NCBI GI 


g3461848 



No definition line found [Arabidopsis thaliana] 



-F8 



ubiquitin activating enzyme-like protein 



29509 




BLAST score 


617 


E value 


2.0e-64 


Match length 


127 


% identity 


94 


NCBI Description 


(AC005315) putative ATPase [Arabidopsis thaliana] 


Seq. No. 


212479 


Seq. ID 


LIB3145-053-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2765817 


BLAST score 


368 


E value 


3.0e-35 


Match length 


134 


% identity 


52 


NCBI Description 


(Z95352) AtMlo-hl [Arabidopsis thaliana] 


>gi 3892049_gb_AAC78258.1_AAC78258 (AC002330) AtMlo-hl 




[Arabidopsis thaliana] 


Seq. No. 


212480 


Seq. ID 


LIB3145-053-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4262174 


BLAST score 


262 


E value 


7.0e-23 


Match length 


62 


% identitv 


77 


NCBI Description 


(AC005508) 9058 [Arabidopsis thaliana] 


Seq. No. 


212481 


Seq. ID 


LIB3145-053-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4455171 


BLAST score 


523 


E value 


2.0e-53 


Match length 


128 


% identity 


72 


NCBI Description 


(AL035521) hypothetical protein [Arabidopsis thaliana] 


Seq . No . 


212482 


Seq. ID 


LIB3145-053-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2780194 


BLAST score 


305 


E value 


5.0e-28 


Match lencrth 


88 


% identity 


74 


NCBI Description 


(AJ003197) adenine nucleotide translocator [Lupinus albus 


Seq. No. 


212483 


Seq. ID 


LIB3145-053-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g462013 


BLAST score 


628 


E value 


9.0e-66 


Match length 


135 


% identity 


92 


NCBI Description 


ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 



29510 



>gi_542022j?ir S39558 HSP90 homolog - Madagascar 

periwinkle >gi__348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 



Seq. No. 


212484 




T.TR31 4 S-053-O1-K1-G4 




Of ACrpV 
DJ-jfiO X .A. 


at era t r t 








£j VaiUc 




I v iaT-Cn Icily LIl 




& i He^n 1~ "i 1" v 


90 


VIP TD X P\£% ortv»i r\^~ 1 /~\TTi 

lN^O± UcoCIipLlUIl 


( ATrnn9 1 fl Q ^ ^Inln i «?nl r»fr f Arabidoosis thalianal 


Seq. No. 


212485 


q^rr T n 

Ocv|. If 


LIB3145-053-O1-K1-G6 




RT.A^TX 




rr99fil 334 




J Z* *± 


Hi VdlUc 


3 Op-38 


L v iai-Cn lengtii 


_L jl. Z. 




59 ^ 


Kir"* 13 T Ho e o v* i t\"H t r>T^ 
INV^oX UcbUI J_Lyt_XCJJ.l 


fnR3fil nnT-aT-ivp nprt*al"p lvase TArabidoosis thalianal 


Seq. No. 


212486 


dorr t n 
oeq. iu 


t tr^i 4^-n^3-m -ki -r;7 


Method 


DlxfiO 1 A 


NCBI b± 


g^ y 4 / uoy 


rjiiAoi score 




E value 


o . ue iu 


Match length 


*± ± 


t> L-L Ly 






f Arnn9S91 ^ nul-at-ivp nectate lvase TArabidoDsis thaliana 


Seq. No. 


212487 


Seq. ID 


LIB3145-053-Q1-K1-G8 








rf41 Q1 7R4 i 


rjJbAoi score 




TP TT3 1 o Q 

Hi ValUu 




?i ^ ~- » 4* /-»• r^i I t"* I" r"N 

iMiat.cn xengun 


79 


% identity 


yu 


lNOJ3± Ucbulipi-lun 


(ACOCi^Qll) nn^ahi WD— 40 reoeat nrotein TArabidoosis 




fha 1 i ana 1 




212488 


Seq. ID 


LIB3145-053-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl001379 


BLAST score 


160 


E value 


2.0e-ll 


Match length 


77 


% identity 


40 


NCBI Description 


(D64006) aspartate beta-semialdehyde dehydrogenese 




[Synechocystis sp.] 



Seq. No. 212489 



29511 




Seq. ID ' LIB3145-053-Q1-K1-H3 

Method BLASTN 

NCBI GI g450548 

BLAST score 4 0 

E value 3.0e-13 

Match length 60 

% identity 92 

NCBI Description O.sativa (pRSAM-1) gene for S-adenosyl methionine 
synthetase 

Seq. No. 212490 

Seq. ID LIB3145-053-Q1-K1-H6 

Method BLASTX 

NCBI GI g2290532 

BLAST score 190 

E value 2.0e-14 

Match length 77 

% identity 49 

NCBI Description (U94748) AN11 [Petunia x hybrida] 

Seq. No. 212491 

Seq. ID LIB3145-054-Q1-K1-A11 . - 

Method BLASTX 

NCBI GI g2529678 

BLAST score 351 

E value 3.0e-33 

Match length 96 

% identity 29 

NCBI Description (AC002535) unknown protein [Arabidopsis thaliana] 

Seq. No. 212492 

Seq. ID LIB3145-054-Q1-K1-A2 

Method BLASTX 

NCBI GI g4262242 

BLAST score 537 

E value 4.0e-55 

Match length 131 

% identity 82 r , , - ' 

NCBI Description (AC006200) NADC homolog [Arabidopsis thaliana]- 

Seq. No. 212493 

Seq. ID ' LIB3145-054-Q1-K1-A3 

Method BLASTX 

NCBI GI g2286153 

BLAST score 609 

E value 2.0e-63 

Match length 135 

% identity 84 

NCBI Description (AF007581) cytoplasmic malate dehydrogenase [Zea mays] 

Seq. No. 212494 

Seq. ID LIB3145-054-Q1-K1-A7 

Method BLASTX 

NCBI GI g2 4 92952 

BLAST score 507 

E value 1.0e-51 

Match length 122 



29512 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



78 

CHORISMATE SYNTHASE 1 PRECURSOR 

( 5 -ENOLPYRUVYLSHIKIMATE- 3 -PHOSPHATE PHOSPHOLYASE 1) 

>gi_542026__pir S40410 chorismate synthase (EC 4.6.1.4) 1 

precursor - tomato >gi_410482_emb_CAA79859_ (Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 

212495 

LIB3145-054-Q1-K1-A9 

BLASTX 

g3913008 

584 

1.0e-60 

130 
85 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 

f ructose-1, 6-bisphosphate aldolase [Cicer arietinum] 

212496 

LIB3145-054-Q1-K1-B10 

BLASTX 

gl498053 

436 

3.0e-43 

107 

82 

(U64436) ribosomal protein S8 [Zea mays] 
212497 

LIB3145-054-Q1-K1-B11 

BLASTX 

gl335862 

437 

2.0e-43 

94 

86 

(U42608) clathrin heavy chain [Glycine max] 
212498 

LIB3145-054-Q1-K1-B4 

BLASTX 

g3913416 

539 

3.0e-55 

135 

76 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 

(SAMDC) >gi_2129920_pir S68 990 adenosylmethionine 

decarboxylase (EC 4.1.1.50) - Madagascar periwinkle 
>gi_758695 (U12573) S-adenosyl-L-methionine decarboxylase 

proenzyme [Catharanthus roseus] >gi_10 94 441_prf 2 10 617 7A 

Met (S-adenosyl) decarboxylase [Catharanthus roseus] 

212499 

LIB3145-054-Q1-KI-B5 
BLASTX 
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NCBI GI 


g3913419 


BLAST score 


158 


E value 


3.0e-14 


Match length 


70 


% identity 


61 


NPRT Dpspti Dt i on 

IN wly ± X-/ O X* .X. k** I** «X» V^/ X X 


S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 




(SAMDC) >gi 1531765 emb CAA69076 (Y07768) 




S-adenosylmethionine decarboxylase [Datura stramonium] 




212500 


Seq. ID 


LIB314 5-054 -Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g99809 


BLAST score 


559 


E value 


1.0e-57 


Match length 


131 


% identitv 


75 


NCBI Description 


gene BplO protein - rape >gi 177 95 emb CAA47177 (X6660E 




Bplo [Brassica napus] 


Qprr Nn 
hJ C * LiU i 


212501 


Seq. ID 


LIB3145-054-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g498906 


BLAST score 


162 


F. va 1 hp 

J_J V a _1_ V-r 


1.0e-ll 


J>lO L- Ol J. ±C11U L-I J. 


65 


§c i Hoirt" i +■ \7 
xj J.UC11LJ. 




NPRX Dpsp "riot" ion 


(U1004 6} ribosomal orotein L27 homoloa TPisum sativum! 






Sea ID 


LIB314 5-054 -Q1-K1-C10 


Method 


BLASTN 


NCBI GI 


g2138088 


BLAST score 


78 


TT va 1 1]P 

J— I V Cl-L LiC 


6 Oe-36 


Ma1"ph 1 pnerhh 


78 


% ident "i t v 


100 


NCBI Description 


Ehretia cymosa 18S ribosomal RNA gene 7 partial sequence 


Sea No 


212503 


Sea. ID 


LIB3145-054-O1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3850821 


BLAST score 


654 


E value 


8.0e-69 


Matph 1 printh 


130 


$c i ciprit" i 1" v 


96 


NTPRT npcnri of* i nn 


fYlft^Sfn H2 «?nRNP pnyi 1 i arv fanf or larap «?nhnn i t* 

\ 1 1U J JU J \J 0 1 llALN 17 CI U..A.-L J l_ CI -L _y IQLUvI ^ _LCl J_ y C O \XXJ LAI 1 J- L. 




fNH pot - i ^ r>l liTiiha rri n "i "Fnl i a 1 

^liXV^U L-XClllO LXllLUCiy X11X J- \J -X. -J- CL J 


oeq • viv . 




Seq. ID 


LIB3145-054-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl346485 


BLAST score 


437 


E value 


2.0e-43 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

113 
77 

MALATE OXIDOREDUCTASE (MALIC ENZYME) (ME) (NADP-DEPENDENT 
MALIC ENZYME) (NADP-ME) >gi_20469_emb_CAA39690_ (X56233) 
malic enzyme [Populus balsamifera subsp. trichocarpa] 



212505 

LIB3145-054-Q1-K1-D1 

BLASTX 

gl362115 

597 

4.0e-62 

132 

83 

pyruvate decarboxylase 
(fragment) 



(EC 4.1.1.1) 1 - common tobacco 



212506 

LIB3145-054-Q1-K1-D4 

BLASTX 

g267069 

624 

3.0e-65 

117 

100 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 





(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_ 




(M84697) alpha-4 tubulin [Arabidopsis thaliana] 


Seq. No. 


212507 


Seq. ID 


LIB3145-054-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4263792 


BLAST score 


348 


E value 


5.0e-33 


Match length 


70 


% identity 


79 


NCBI Description 


(AC006068) unknown protein [Arabidopsis thaliana] 


Seq. No. 


212508 


Seq. ID 


LIB3145-054-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2498732 


BLAST score 


498 


E value 


1.0e-50 


Match length 


127 


% identity 


76 


NCBI Description 


PROBABLE NADP-DEPENDENT OXIDOREDUCTASE P2 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_1362014_pir S57612 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_88 6430_emb_CAA89262_ (Z49268) 
zeta-crystallin homologue [Arabidopsis thaliana] 

212509 

LIB3145-054-Q1-K1-D9 

BLASTX 

g2832672 
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# 



BLAST score 


508 


U* TTa 1 n o 
Cj VaXUc 


1 . Oe-51 


rid xeny un 


1 ?4 

X £* *4 


^ identity 


O 1 




fAT.O?^!?} nifU-like Drotein TArabidoDsis thalianal 


JC^i LN *J • 




Qprr Tn. 


LIB314 5-054-O1-K1-E10 


Lit? UXl^Vwl 


RT.ASTX 


lNUdX bl 




BLAST score 


161 


E value 


5.0e-ll 


i*icitoii xeiiy lxi 


1 1 R 

1 X o 


is lQencxLy 


?7 
o / 


IN^-DX UcbLIipCxUIl 


fnRCj9"3d.^ Qitni 1 ar tri ^rrharnmvr'P^ r**=*Tf=*vi ^ i ORF* YCtR205W 

^ 1JO J^O 4 / o Xillx J_ O. -L L,f OaV^OllaL kJlLL V UCLCvlDlaC W x ui\c w <«y *v 




JCjLIOJj nuUC551UlI LNLLilU^eJ- la 1 £*-s-f\J |_ UL/ll±tiv | OCl^L»lXO.X vilify ^/^itD^^ J 


oeq. INO . 






LIB3 14 5-054 -01-K1-E11 


Lie l_i IUU 




NCBI GI 


g4415929 


BLAST score 


228 


III VcL-LLie 


7 9 


iYLai,cn xengrn 


D*i 


% identity 




LNL/D± UcoLI ip LXUll 


{ Z\rT) n fi^ 1 ^ T^\mri+-h&t"T nal nrof p-in F Ar^hi Hnn^i 9 rhal "i anal 


oeq. INO, 


Z 1Z0J.Z 


oeq. xu 


T TR^I 4^ — 0^4—01 — — TT1 9 
LlOjlfiO Uj^i V-L JcVx HiX^ 


L v ieT,noci 


Diinu J. A 


NCBI GI 


go v5O4i4U0 


DT TV O T 1 nnnfn 

ioiiAoi score 


/ion 
4 o U 


E value 


2.0e-48 


Match length 


102 


^ laenLiLy 




LNL/Di uesciiption 


V U Wxirlrv r±± ir O I LM A IxriO Ci OUDUlNli Hi \v AirriuD xj juduimx i ; 


-^gi ZZO / JyO \Jn.C UU / VaUUUXdl tlx /-ilLrdoe OUiJUilXL, Hi 




LOUOOyLJlLLlLl ilXX O U. UUXLL J 


beq. lno. 


91 9 m *3 

Z1ZO 1 o 




LllDjX'i J UJ4 Si-*- LvX uO 


L ie LilvJU 


RT.A^Ty 
OXxriO 1 A 






BLAST score 


352 


E value 


2.0e-33 


iXlaXOil Xeiiyt-ii 


O _7 


T -r") 4" 1 "4* T T 

i> iQciii.iLy 


j?o 


inodj. uescnption 


Wn-AH RTTPFST PRHTITTKr M^!T4 "^rrn 9RQQHQ9 ^AFH9fi7111 WD— 40 




ronaa t~ nrnT - o-l ti MQT4 T I\Tphi H nri<? i c; t'V'i^l i ana 1 

icpcaL UiU UCXil LiOll [nXClJJXUUpOXO UlluXXdilGLJ 


oeq. no. 


91 9 R1 A 




U1DJ11J L/yJ*i Si- 1 - X*-x Hi 


Method 


BLASTX 


NCBI GI 


g3334259 


BLAST score 


307 


E value 


4.0e-28 


Match length 


67 
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% identity 
NCBI^ Description 



fl 



84 

WD-40 REPEAT PROTEIN MSI4 >gi_2599092 (AF028711) WD-40 
repeat protein MSI4 [Arabidopsis thaliana] 



Seq. No. 


212515 


O^C^a ±U 


itiDji^t j u ji rx 


Ti/T j~\ 4* lr\ /"\ 






gx OX jjUU 


RT.A9T qrnrp 


335 


tt vaiue 


z . ue jj. 


TiA ■a +■ /~* V*i 1 t*% ■H Vi 

ruatcii isny Uil 


77 


^5 1UC11L1 


78 




fXQS^fiQ^ TiRR nfot'^in fLvroD^rsicon esculentum! 

V w \> _/ y -i- ^/ v^i x l J— i y v-* k> J— >— > _j_ \w» w x x n—* -i— >-* n u ^aill ^ 


Seq. No. 


212516 


Seq. ID 


LIB3145-054-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4033424 


BLAST score 


243 


E value 


1.0e-20 


Match length 


79 


% identity 


77 


NCBI Description 


SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



PHOSPHO-HYDROLASE) (PPASE) >gi_ 
pyrophosphatase [Zea mays] 

212517 

LIB3145-054-Q1-K1-F2 

BLASTX 

g4006932 



2668746 (AF034947) inorganic 



BLAST score 


151 


E value 


8.0e-10 


Match length 


98 


% identity 


44 


NCBI Description 


(AJ011400) NADH: ubiquinone oxidoreductase bl7.2 subunit 




[Bos taurus] 


Seq. No. 


212518 


Seq. ID 


LIB3145-054-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3341468 


BLAST score 


260 


E value 


1.0e-22 


Match length 


65 


% identity 


72 


NCBI Description 


(AJ009594) Dof zinc finger protein [Nicotiana tabacum] 


Seq. No. 


212519 


Seq. ID 


LIB3145-054-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2961358 


BLAST score 


215 


E value 


2.0e-17 


Match length 


52 


% identity 


79 


NCBI Description 


(AL02214 0) serine/threonine protein kinase like protein 



[Arabidopsis thaliana] 
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Seq. No. 


212520 


Sea ID 


LIB3145-054-O1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2983642 


BLAST score 


250 


E valup 


2 . Oe-21 


Match lenath 


134 


% identitv 


40 


NCRT Dp^cr" i nt "i on 

J_J X- 1_/ »^ J- J. k-/ w X> \J X X 


fAE0007?Rl ti i am i noni me 1 at p dprarhoxvl aqp rAcrni f apnl i ru^l 


Seq. No. 


212521 


Seq. ID 


LIB3145-054-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4454051 


BLAST score 


559 


E valup 

X_l v U^UW 


1. 0e-57 


Match 1 print h 


133 


% "i Hpnt i t v 


76 




{ ATiO ^ S "3 94 \ ontativp nnl vna 1 actnrona sp r A"ra oi Hoo^i H <a 




thai i anal 

L.11CLXXCL11CL J 


Sea No 


212522 


Seq. ID 


LIB3145-054-O1-K1-H11 

XJ X XJ %^ X ^ V/ ~ X XV X XX X. X 


Mpthod 


BLASTX 


NCBI GI 


g4454033 


BLAST score 


505 


E T73 1 HP 
I— l v al LLC 


? Oe-51 




124 


O XUtrilL.XL.jy 




NCBI Dps c riot ion 


( ALO ^ S "3 Q4 ^ "Dntativp "Tinta^^i utn tran^rinrt Drntpin 




rAi^aV^n Hr^TiQn q fha 1 i anal 

LiT.X. QiJXUUpO _L O L.ilClXXClli.ClJ 


Sea No 


212523 


Seq. ID 


LIB314 5-054 -Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3643602 


BLAST score 


150 


E value 

J— 1 v u^u^ 


8 0e-10 


Match 1 pnnth 


80 




A? 




\n\^yu j J7J / puLatx vc uuiiu^xcio i_ xii l. j — luoxu pi u lcxu 




r 7\ v a n qt c; t anal 
LnlaUXUUpoXo LllaXXalla J 


O C . LNU • 


212524 


qprr TP) 

JCv^i XL/ 


xjXJj»jx i ±«J U^J^t \z-L i\X nJ 


Method 


BLASTX 


NCBI GI 


g3142300 


BLAST score 


163 


E value 


2.0e~ll 


Match length 


100 


% identity 


44 


NCBI Description 


(AC002411) Contains similarity to pre-mRNA processing 



protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158 f gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 
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Qpq No 


212525 


Seq. ID 


LIB3145-054-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3776577 


BLAST score 


382 


F! value 


7. Oe-37 


Mstrh Ipncrt-h 


129 


% identitv 


57 


NCBI Description 


(AC005388) T22H22.24 [Arabidops 


Sea No 


212526 


Seq. ID 


LIB3145-055-Q1-K1-A4 


Method. 


BLASTN 


NCBI GI 


g2780193 


BLAST score 


43 


R 1 hp 

J_J V _1_ <^ 


4 . Oe-15 


M^"hr*h 1 pnrrhh 




O lUCllLlt y 


93 


NCBI Description 


Lupinus albus itiRNA for adenine 


Qprr No 


212527 


Seq. ID 


LIB3145-055-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2137490 


BLAST score 


320 


E value 


1.0e-29 


Match length 


130 


% identity 


48 


NCBI Description 


lymphocyte specific helicase - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



mouse >gi_805296 (U25691) 
lymphocyte specific helicase [Mus musculus] 

212528 

LIB3145-055-Q1-K1-A6 

BLASTX 

g2673917 

297 

4.0e-27 

84 

67 

(AC002561) 
tha liana] 



putative ATP-dependent RNA helicase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



212529 

LIB3145-055-Q1-K1-A8 

BLASTX 

g3281869 

202 

8.0e-16 

126 
43 

(AL031004) RSZp22 splicing factor [Arabidopsis thaliana] 
>gi_3435094 (AF033586) 9G8-like SR protein [Arabidopsis 
thaliana] 

212530 

LIB3145-055-Q1-K1-B1 
BLASTX 



29519 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g266346 
644 

1.0e-67 

139 

90 

KETOL-ACID REDUCTOISOMERASE PRECURSOR (ACETOHYDROXY-ACID 
REDUCTOISOMERASE) (ALPHA-KETO-BETA-HYDROXYLACIL 

REDUCTOISOMERASE) >gi_81509_pir S17180 ketol-acid 

reductoisomerase (EC 1.1.1.86) precursor - spinach 
>gi_21234_emb_CAA40356_ (X57073) ketol-acid 
reductoisomerase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212531 

LIB3145-055-Q1-K1-B10 

BLASTX 

g3287832 

747 

1.0e-79 

143 

99 

( + ) -DELTA-CADINENE SYNTHASE (D-CADINENE SYNTHASE) 
>gi_1843647 (U88318) (+) -delta-cadinene synthase [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212532 

LIB3145-055-Q1-K1-B8 

BLASTX 

g2833388 

504 

3.0e-51 

126 
76 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660_pir S43341 ADPglucose — starch 

glucosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_emb_CAA52273_ (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 



Seq. No. 


212533 


Seq. ID 


LIB3145-055-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4469023 


BLAST score 


611 


E value 


9.0e-64 


Match length 


131 


% identity 


85 


NCBI Description 


(AL035602) putative protein [Arabidopsis thaliana] 


Seq, No, 


212534 


Seq. ID 


LIB3145-055-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2780194 


BLAST score 


364 


E value 


9.0e-35 


Match length 


75 


% identity 


97 


NCBI Description 


(AJ003197) adenine nucleotide translocator [Lupinus 
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Seq. No. 


212535 


Seq. ID 


LIB3145-055-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3264759 


BLAST score 


473 


E value 


2.0e-47 


Match length 


130 


%~ identity 


64 


NCBI Description 


(AF071889) 40S ribosomal protein S8 [Prunus 


Seq. No. 


212536 


Seq. ID 


LIB3145-055-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2769696 


BLAST score 


175 


E value 


1.0e-12 


Match length 


84 


% identitv 


46 


NCBI Description 


(AC003982) unknown function; 60% similar to 




(PID:g927403) (PID: g927402 ) [Homo sapiens] 


Seq. No. 


212537 


Seq. ID 


LIB3145-055-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3702331 


BLAST score 


292 


F, vfl 1 up 


2.0e-26 




129 


% identity 


50 


NPRT Dp^rfi of ion 


(AC005397) hypothetical protein [Arabidopsi 


Seq. No. 


212538 


Seq. ID 


LIB3145-055-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl25271 


BLAST score 


494 


E value 


6.0e-50 


Match length 


121 


% identity 


77 


NCBI Description 


CASEIN KINASE II, ALPHA CHAIN (CK II) (CK2- 



Z50177 



>gi_100860_pir S19726 casein kinase II (EC 2.7.1.-) alpha 

chain - maize >gi_3318993_pdb_lA60_ Protein Kinase Ck2 
(Catalytic Subunit) From Zea Mays >gi_22117_emb_CAA43659_ 
(X61387) casein kinase II alpha subunit [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212539 

LIB3145-055-Q1-K1-C8 

BLASTX 

gl694976 

410 

4.0e-40 

119 

67 

(Y09482) HMG1 [Arabidopsis thaliana] 
>gi_2832361_emb_CAA74402_ (Y14073) HMG 
thaliana] 



protein [Arabidopsis 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212540 

LIB3145-055-Q1-K1-C9 

BLASTX 

gl705463 

663 

8.0e-70 

142 

84 

BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi_2129547_pir S71201 

biotin sythase - Arabidopsis thaliana >gi_1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

>gi_1589016_prf 2209438A biotin synthase [Arabidopsis 

thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212541 

LIB3145-055-Q1-K1-D12 

BLASTX 

g3860250 

584 

6.0e-61 

142 

85 

(AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 



Seq. No. 


212542 


Seq. ID 


LIB3145-055 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


390 


E value 


6.0e-38 


Match length 


105 


% identity 


58 


NCBI Description 


(AF049930) 


Seq, No. 


212543 


Seq. ID 


LIB3145-055 


Method 


BLASTX 


NCBI GI 


g3367521 


BLAST score 


272 


E value 


6.0e-24 


Match length 


107 


% identity 


51 


NCBI Description 


(AC004392) 



salt-inducible protein from Nicotiana tabacum. ESTs 
gb_T44131 and gb_T04378 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



212544 

LIB3145-055-Q1-K1-E10 

BLASTX 

g2388586 

223 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-18 

136 
44 

(AC000098) Similar to Saccharomyces RAD16 (gb_X78993) 
[Arabidopsis thaliana] 

212545 

LIB3145-055-Q1-K1-E11 

BLASTX 

g2388586 

289 

5.0e-26 

76 

70 

(AC000098) Similar to Saccharomyces RAD16 (gb_X78993) 
[Arabidopsis thaliana] 

212546 

LIB3145-055-Q1-K1-E2 

BLASTX 

g2462762 

376 

4.0e-36 

139 

58 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

212547 

LIB3145-055-Q1-K1-E6 

BLASTN 

g4165340 

41 

1.0e-13 

147 

86 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

212548 

LIB3145-055-Q1-K1-E7 

BLASTX 

g4467128 

171 

1.0e-24 

115 

51 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



212549 

LIB3145-055-Q1-K1-F10 

BLASTN 

gl67346 

79 

2.0e-36 

312 

82 
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II 



NCBI Description Gossypium hirsutum Lea5-A late embryogenesis-abundant 
protein (Lea5-A) gene, complete cds 



Seq. No. 


212550 


Seq. ID 


LIB3145-055-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2244965 


BLAST score 


219 


E value 


2.0e-23 


Match lenoth 


134 


% identitv 


54 


NCBI Description 


(Z97340) unnamed protein product 


Seq. No. 


212551 


Seq. ID 


LIB3145-055-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


Q2702269 


BLAST score 


217 


E value 


1 . Oe-17 


Mta 1~ c h 1 ADirhH 

1 id L. v^i 1 ICily Lll 


"I m 


9- -J HottI - 1 f\7 




NCRT Descr int i on 


(AC003033} hvnothetical nrotpin 


Sea No 


212552 


Seq. ID 


LIB3145-055-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


a2879867 


BLAST score 


394 


J— I V CLJL 


3 0e-38 


iici Lull 


115 




66 


IN J_> J. ucoLlipi L^Jll 


VrUjU^lOlO; lUo J_ -LiJUo vJJ.Ua._L piULclIl 




nomhe 1 


Seq. No. 


212553 


Seq. ID 


LIB3145-055-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


al350680 


BLAST qpnrp 


398 


E value 


9. Oe-39 


Match 1 en nth 


110 


o xuciii — l >— y 


73 


NCBI Description 


60S RTROSOMAT. PROTF.TN T,1 


Seq. No. 


212554 


Seq. ID 


LIB3145-055-Q1-K1-G10 


Met hnH 


BLASTX 


NCBI GT 


y j j jcuu 


DT,7\ CT" opnro 


909 


E value 


9.0e-16 


Match length 


71 


% identity 


63 


NCBI Description 


(AF086759) proline-rich protein 


Seq. No. 


212555 


Seq. ID 


LIB314 5-055-Q1-K1-G6 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2832664 
234 

1.0e-19 

101 

47 

(AL021710) pollen-specific protein 
thaliana] 



- like [Arabidopsis 



212556 

LIB3145-055-Q1-K1-G8 

BLASTX 

g3552013 

207 

2.0e-16 

71 

65 

(AF086759) proline-rich protein precursor [Glycine max] 
212557 

LIB3145-055-Q1-K1-G9 

BLASTX 

g3552013 

160 

6.0e-ll 

68 
59 

(AF086759) proline-rich protein precursor [Glycine max] 
212558 

LIB3145-055-Q1-K1-H10 

BLASTX 

g3776559 

143 

6.0e-15 

82 

55 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

212559 

LIB3145-055-Q1-K1-H11 

BLASTX 

g3757520 

236 

9.0e-20 

70 

69 

(AC005167) unknown protein [Arabidopsis thaliana] 
212560 

LIB3145-055-Q1-K1-H12 

BLASTX 

g3757520 

194 

7.0e-15 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
40 

(AC005167) unknown protein [Arabidopsis thaliana] 
212561 

LIB3145-055-Q1-K1-H2 

BLASTX 

g2829751 

188 

3.0e-14 

102 

39 

MACROPHAGE MIGRATION INHIBITORY FACTOR HOMOLOG (BMMIF) 
>gi_1850559 (U88035) macrophage migration inhibitory factor 
[Brugia malayi] >gi_2190976 (AF002699) macrophage migration 
inhibitory factor [Brugia malayi] 



Port *N7/"\ 

oeq. wo. 


919 R £9 


oeq. JLJU 


LiDjifij ujj yi jm 




OJ-LTlO A A 




goo jzo o 


rsLtiioi score 


.3/1 


E value 


± • Uc jj 




1 9R 
iz j 


% identity 


58 


NCBI Description 


(L27101) pectinesterase [Petunia inflata] 


Seq. No. 




Seq. ID 


t ttjo i a c ncc Ai tin 


Metnoa 


QT 7\ CTV 

dJjASIA 




gzo y yzu 


bixAbi score 


CQC 

OoO 


E value 


y . ue oi 


Match length 


11^: 
J. ID 




:7 ft 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


Seq. No. 


212564 


Seq. ID 


LIB3145-055-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3047114 


BLAST score 


309 


E value 


2.0e-28 


Match length 


83 


% identity 


59 


NCBI Description 


(AF058919) No definition line found [Arabidopsis thai 


Seq. No. 


212565 


Seq. ID 


LIB3145-055-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4467157 


BLAST score 


212 


E value 


6.0e-17 


Match length 


123 


% identity 


40 


NCBI Description 


(AL035540) disease resistance response like protein 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
212566 

LIB3145-056-Q1-K1-A11 

BLASTX 

g3738306 

244 

1.0e-20 

140 

46 

(AC005309) unknown protein 



[Arabidopsis thaliana] 



212567 

LIB3145-056-Q1-K1-A12 

BLASTX 

g2499542 

470 

3.0e-47 

134 

64 

IRON (III) -ZINC (II) PURPLE ACID PHOSPHATASE PRECURSOR (PAP) 
>gi_1218042 (U48448) secreted purple acid phosphatase 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212568 

LIB3145-056-Q1-K1-A6 

BLASTX 

g3128218 

551 

2.0e-56 

142 

77 

(AC004077) putative end!3 protein [Arabidopsis thaliana] 



212569 

LIB3145-056-Q1-K1-A8 

BLASTN 

g3985934 

53 

7.0e-21 

216 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJE7, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



212570 

LIB3145-056-Q1-K1-A9 

BLASTX 

g346685 

470 

4.0e-47 

121 
69 

developmentally-regulated GTP-binding protein - mouse 
212571 

LIB3145-056-Q1-K1-B11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3024386 

299 

7.0e-35 

110 

69 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (U09717) polygalacturonase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212572 

LIB3145-056-Q1-K1-B12 

BLASTX 

gl694976 

207 

2.0e-16 

45 

84 

(Y09482) HMG1 [Arabidopsis thaliana] 
>gi_2832361_emb_CAA74402_ (Y14073) HMG 
thaliana] 



protein [Arabidopsis 



beq. No. 


ni o C H O 

ZIZd 1 5 


Seq. ID 


LIB3145-056-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4090533 


BLAST score 


316 


E value 


3.0e-29 


Match length 


116 


% identity 


53 


NCBI Description 


(U68215) ACC oxidase [Carica papaya] 


Seq. No. 


212574 


Seq. ID 


LIB3145-056-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2196542 


BLAST score 


169 


E value 


5.0e-12 


Match length 


45 


% identity 


73 


NCBI Description 


(AF001894) glycine-rich protein [Oryz 


Seq. No. 


212575 


Seq. ID 


LIB3145-056-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3075402 


BLAST score 


150 


E value 


1.0e-09 


Match length 


91 


% identity 


38 


NCBI Description 


(AC004484) unknown protein [Arabidops 


Seq. No. 


212576 


Seq. ID 


LIB3145-056-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2827655 


BLAST score 


166 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-ll 

67 
24 

(AL021637) hypothetical protein [Arabidopsis thaliana] 



212577 

LIB3145-056-Q1-K1-B9 

BLASTX 

g3452497 

658 

3.0e-69 

136 

93 

(Y17796) ketol-acid reductoi some rase 



[Pisum sativum] 



212578 

LIB3145-056-Q1-K1-C10 

BLASTX 

g2245134 

153 

5.0e-10 

116 

37 

(Z97344) heat shock transcription factor HSF1 [Arabidopsis 
thaliana] 

212579 

LIB3145-056-Q1-K1-C11 

BLASTN 

g407800 

286 

1.0e-160 

374 

94 

G.hirsutum mRNA for ribosomal protein 41, large subunit 
(RL41) 

212580 

LIB3145-056-Q1-K1-C2 

BLASTX 

g2982251 

234 

1.0e-19 

97 
57 

(AF051208) putative RNA-binding protein [Picea mariana] 
212581 

LIB3145-056-Q1-K1-C4 

BLASTX 

g4567250 

212 

7.0e-17 

55 
64 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
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Cprr No 


212582 


Seq. ID 


LIB3145-056-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3559816 


BLAST score 


242 


E value 


2.0e-20 


Match length 


63 


% identity 


73 


NCBI Description 


(Y15782) transketolase 2 


Sea No 


212583 


Seq. ID 


LIB3145-056-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g417360 


BLAST score 


352 


E value 


2.0e-33 


Match length 


120 


% identity 


56 


NCBI Description 


HIGH MOBILITY GROUP-LIKE 



[Capsicum annuum] 



>gi_2131280_pir S67767 high mobility group-like protein 

NHP2 - yeast (Saccharomyces cerevisiae) 

>gi_666101_emb_CAA40885_ (X57714) high mobility group-like 
nuclear protein 2 [Saccharomyces cerevisiae] 
>gi__1429348_emb_CAA67483_ (X99000) high-mobility-group-like 
protein [Saccharomyces cerevisiae] 
>gi_1431346_emb_CAA98786_ (Z74256) ORF YDL208w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212584 

LIB3145-056-Q1-K1-D1 

BLASTX 

g4512658 

172 

2.0e-12 

102 
38 

(AC006931) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212585 

LIB3145-056-Q1-K1-D2 

BLASTX 

g2495699 

277 

1.0e-24 

136 
8 

HYPOTHETICAL PROTEIN KIAA0032 >gi 
(D25215) KIAA0032 [Homo sapiens] 



5 1 7 1 1 5_db j _BAA0 4 9 4 5_ 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



212586 

LIB3145-056-Q1-K1-D3 

BLASTX 

g4454480 

192 

1.0e-14 

63 
59 
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NCBI Description (AC006234) putative (1-4) -beta-mannan endohydrolase 
[Arabidopsis thaliana] 



Seq. No. 


212587 


Seq. ID 


LIB314 5-056-Q1-K1-D4 




BLASTX 


NPRT (IT 


g2342735 


DliflO X DLU1C 


364 


E value 


7.0e-35 


Mai - oh* 1 pn nt" hi 


92 


a J_ vJ.Cl.i! L L,j/ 


78 


NCRT Descriotion 


(AC002341) unknown protein [Arabidopsis thaliana] 


Seq. No. 


212588 


Seq. ID 


LIB3145-056-Q1-K1-D6 


j. it; uiiw\_i 


BLASTN 




a3821780 




33 


Hj V Ct X LiC 


5 . Oe-09 






& -t /jrtri't- n 4-tt 

*5 xu.t3IlL.XLy 


41 


LNoDX X/ed OX X£^ X Ull 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


212589 


Seq. ID 


LIB3145-056-Q1-K1-D7 




RT.A^TX 


NUt5X vax 


rrl 771 1 Sfi 

Ljl / / 11JO 


nxiAoJ. score 


177 
x / / 


TP tt3 1 n o 
Hj value 


7 . Oe-13 


lyiaTZcn xengtn 




^ luentxty 


49 




(Y07861) MFP1 protein [Lycopersicon esculentum] 


Seq. No. 


212590 


Seq. ID 


LIB3145-056-Q1-K1-D8 




RT.A^TX 

LJILTIlJ i. Z\ 


MPDT (2T 
IMwJjx ijrx 


cr?982251 


"DT ACT 1 o^/^r-o 


9^fi 


T3 1 tra 1 no 
Hi ValUC 


5 . Oe-20 




■J o 


15 lUcHLlLy 


74 


NPRT np<;pri nti nn 

INODi UCOU11JJL1V11 


(AF051208) putative RNA-binding protein [Picea mariana 


OcU. • JNtJ • 


212591 


Seq. ID 


LIB3145-056-Q1-K1-D9 


Method 


BLASTX 


INv^LOx LtX 




■QT 7\ O T* oz-f/^ivo 
DXifiO 1 SCOIc 




E value 


• UC JO 


Match length 


77 


% identity 


82 


NCBI Description 


(AL021637) vacuolar sorting receptor-like protein 




[Arabidopsis thaliana] 


Seq. No. 


212592 


Seq. ID 


LIB3145-056-Q1-K1-E1 


Method 


BLASTX 



29531 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g2815246 
218 

9.0e-18 

55 

71 

(X95709) 



class I type 2 metallothionein [Cicer arietinum] 



212593 

LIB3145-056-Q1-K1-E11 

BLASTX 

g2245394 

290 

4.0e-26 

146 

45 

(U89771) ARFl-binding protein [Arabidopsis thaliana] 
212594 

LIB3145-056-Q1-K1-E7 

BLASTX 

g3024386 

255 

3.0e-22 

74 

73 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (U09717) polygalacturonase [Gossypium hirsutum] 

212595 

LIB3145-056-Q1-K1-E8 

BLASTX 

g3309243 

617 

2.0e-64 

133 

89 

(AF073507) 
limon] 



aconitase-iron regulated protein 1 [Citrus 



212596 

LIB3145-056-Q1-K1-F10 , 

BLASTX 

g3075394 

518 

7.0e-53 

125 

77 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

212597 

LIB3145-056-Q1-K1-F11 

BLASTX 

g3075394 

188 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-23 

106 
46 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

212598 

LIB3145-056-Q1-K1-F5 

BLASTX 

gl332579 

602 

9.0e-63 

124 

10 

(X98063) polyubiquitin [Pinus sylvestris] 



212599 

LIB3145-056-Q1-K1-G4 

BLASTX 

g3097266 

431 

7.0e-43 

96 

88 

(Y17186) translation 



initiation factor [Pisum sativum] 



212600 

LIB3145-056-Q1-K1-G5 

BLASTX 

g3097266 

327 

1.0e-30 

115 
60 

(Y17186) translation initiation factor 



[Pisum sativum] 



212601 

LIB3145-056-Q1-K1-G6 

BLASTX 

g3097266 

357 

2.0e-34 

76 

92 

(Y17186) translation initiation factor [Pisum sativum] 
212602 

LIB3145-056-Q1-K1-G7 

BLASTN 

gl8511 

410 

0.0e+00 

418 

100 

G.hirsutum light regulated unknown reading frame DNA 



29533 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212603 

LIB3145-056-Q1-K1-G8 

BLASTX 

g3377843 

378 

2.0e-36 

126 

63 

(AF076274) contains similarity to rat p47 protein 
(GB:AB002086) [Arabidopsis thaliana] 

212604 

LIB3145-056-Q1-K1-H1 

BLASTX 

g294845 

252 

1.0e-21 

100 
47 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212605 

LIB3145-056-Q1-K1-H10 

BLASTX 

g231573 

436 

3.0e-43 

124 

69 

L-ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_99970_pir S24757 asparaginase (EC 3.5.1.1) - 

narrow-leaved blue lupine >gi_19135_emb_CAA43099_ (X60691) 
developing seed L-asparaginase [Lupinus angustifolius] 

212606 

LIB3145-056-Q1-K1-H12 

BLASTX 

gl352316 

356 

3.0e-34 

82 

82 

DR1 PROTEIN HOMOLOG >gi_633026_dbj_BAA07288_ (D38110) Drl 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212607 

LIB3145-056-Q1-K1-H2 

BLASTX 

g3549681 

378 

2.0e-36 

114 

61 

(AL031394) 
thaliana] 



male sterility 2-like protein [Arabidopsis 



29534 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212608 

LIB3145-056-Q1-K1-H5 

BLASTX 

g4158232 

618 

2.0e-64 

121 

93 

(Y18626) reversibly glycosylated polypeptide [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212609 

LIB3145-056-Q1-K1-H7 

BLASTX 

g4105097 

598 

3.0e-62 

129 

88 

(AF043255) MADS box protein 26 [Cucumis sativus] 



212610 

LIB3145-056-Q1-K1-H8 

BLASTX 

g4105097 

461 

4.0e-46 

124 

70 

(AF043255) MADS box protein 26 



[Cucumis sativus] 



212611 

LIB3145-056-Q1-K1-H9 

BLASTX 

g3044218 

151 

6.0e-10 

58 
52 

(AF057144) signal peptidase [Arabidopsis thaliana] 
212612 

LIB3145-057-Q1-K1-A1 

BLASTX 

gl944403 

394 

2.0e-38 

126 

63 

(D86590) cinnamyl alcohol dehydrogenase [Zinnia elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



212613 

LIB3145-057-Q1-K1-A10 

BLASTN 

g2687434 

281 

1.0e-157 



29535 



Match length 

% identity 

NCBI Description 



# 

325 
97 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 



Qprr Nr> 

i_? C v-J ■ IN W • 


212614 




LIB3145-057-Q1-K1-A11 




BLASTX 


NCBI GI 

Vj> i~J -L- w J. 


g3935138 


"RT.A^T qpnrp 


412 


Hi VdlUC 


2 . Oe-40 


Mstr^h 1 pncrth 


128 


% i (ipnt i t* v 


58 


NCBI Description 


(AC005106) T25N20.2 [Arabidopsis thaliana] 


iJC^t ViKJ • 


212615 

c~ x> e-t \j J- **s 


Oeq. XJJ 


LIR3 14 5-057 -01-K1-A12 


l v lc LIIOU. 






a?707336 


DXiriol bLUic 


JJJ 


E value 




Ma 4~ fin 1 ot rrl - In 




u luenuity 


77 


nldi uescripuion 


/ APf) "37 4 A 9 1 h i ctnnp arpi*vl tran^fprs^p TArabidODsi. 
\ r\]2 U J / lit] li-Lo u wile; ciuci.yi ui alio j_ c. -i_ a. o ■c; I."™ 1 - Ci - K -^- i -^- AW ir^ 1 -'- i - * 


Seq. No. 


212616 


oeq. xu 


XiXLjO X *± <J UJ / t\-L D1U 


ixie unoa 


Dlxrt.0 J. A. 




rr71 714 9 
g / X / X ft £ 




313 


Hj value 




i v iai_.cn xeriyu.li 


1 07 




60 


nubi uesenpnon 


\UZ10U1 ; dlL-Uil(JX Uciiy LlX oy ciieiia 1HJILU-J_i_wy L wuiaii lu.ii 




lycopersicum] 


Cart "NT/"\ 

oeq. jno . 


919617 
Z. ±£ ox / 


oeq. xu 


T TR^1 4R-DR7— H1 — K"1 -Ftl 9 

XiXDOXfiO U-J / L^X i\X DJ-Z. 


Method 


£3XlH.O 1 A 




rr9707336 


dXiAoi score 


^9R 


E value 


z * ue ji 


LMCt L. Oil ICliy Lll 


96 


% identity 


73 


NCBI Description 


(AF037442) histone acetyltransf erase [Arabidopsi 


Seq. No. 


212618 


Seq. ID 


LIB3145-057-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g541816 


BLAST score 


332 


E value 


5.0e-31 


Match length 


110 



% identity 

NCBI Description 



60 

protein kinase - common ice plant >gi_457 68 9_emb_CAA82990_ 
(Z30329) protein kinase [Mesembryanthemum crystallinum] 



29536 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212619 

LIB3145-057-Q1-K1-B5 

BLASTX 

g4567278 

336 

1.0e-31 

84 
77 

(AC006841) putative anthracycline associated resistance ARX 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212620 

LIB3145-057-Q1-K1-B6 

BLASTX 

g228210 

221 

3.0e-18 

50 

84 

granule-bound starch synthase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212621 

LIB3145-057-Q1-K1-B9 

BLASTX 

g548653 

156 

2.0e-10 

61 
62 

SOS RIBOSOMAL PROTEIN L12-A, CHLOROPLAST PRECURSOR (CL12-A) 

>gi_541895_pir A53394 ribosomal protein L12.A, chloroplast 

- Arabidopsis thaliana >gi_468771_emb_CAA48181_ (X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 



Seq. No. 


212622 


Seq. ID 


LIB3145-057-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2826842 


BLAST score 


262 


E value 


6.0e-23 


Match length 


73 


% identity 


68 


NCBI Description 


(AJ002236) loxc homologue [Lycopers 


Seq. No. 


212623 


Seq. ID 


LIB3145-057-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl362093 


BLAST score 


121 


E value 


3.0e-09 


Match length 


81 


% identity 


43 


NCBI Description 


hypothetical protein (clone TPP15) 



>gi 924632 (U20595) 



tomato (fragment) 
unknown [Solanum lycopersicum] 



Seq. No. 
Seq. ID 



212624 

LIB3145-057-Q1-K1-C12 



29537 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g3915089 
399 

3.0e-39 

92 
78 

TRANS-CINNAMATE 4 -MONOOXYGENASE 
4 -HYDROXYLASE) (CA4H) (P450C4H) 

>gi_2144269_pir JC5129 trans -cinnamate 4-monooxygenase (EC 

1,14.13.11) A - Populus kitakamiensis 
>gi_1139561_dbj_BAA11579_ (D82815) cinnamic acid 
4-hydroxylase [Populus kitakamiensis] 
>gi_1777370_dbj_BAA11576_ (D82812) cinnamic acid 
4-hydroxylase [Populus kitakamiensis] 



(CINNAMIC ACID 
(CYTOCHROME P450 73) 



Seq. No. 


212625 


Seq. ID 


LIB3145-057-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3097266 


BLAST score 


283 


E value 


3.0e-25 


Match length 


60 


% identity 


90 


NCBI Description 


(Y17186) translation 


Seq. No. 


212626 


Seq. ID 


LIB3145-057-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2342690 


BLAST score 


505 


E value 


2.0e-51 


Match length 


127 


% identity 


75 


NCBI Description 


(AC000106) Similar t< 



[Pisum sativum] 



I (gb_U83246) 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212627 

LIB3145-057-Q1-K1-C7 

BLASTN 

g899609 

38 

6.0e-12 

82 
87 

Zea mays acidic ribosomal protein P2 (RPA-2A1) mRNA, 
complete cds 

212628 

LIB3145-057-Q1-K1-C8 

BLASTX 

gl362093 

477 

4.0e-48 

112 

77 

hypothetical protein (clone TPP15) - tomato (fragment) 
>gi_924632 (U20595) unknown [Solanum lycopersicum] 



29538 



© 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212629 

LIB3145-057-Q1-K1-C9 

BLASTX 

gl729891 

176 

8.0e-13 

102 
36 

TEGT PROTEIN (TESTIS ENHANCED GENE TRANSCRIPT) 

>gi_2136254_pir 138334 TEGT (testis enhanced gene 

transcript) - human >gi_458545_emb_CAA53472__ (X75861) TEGT 
[Homo sapiens] >gi_4507433_ref_NP_003208 . l__pTEGT_ testis 
enhanced gene transcript 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212630 

LIB3145-057-Q1-K1-D10 

BLASTX 

g2980795 

211 

5.0e-17 

72 

60 

(AL022197) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212631 

LIB3145-057-Q1-K1-D11 

BLASTX 

gl439631 

438 

2.0e-43 

136 

63 

(064598) similar to helicases of the SNF2/RAD54 family. 
Does not contain the bromodomain. [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212632 

LIB3145-057-Q1-K1-D5 

BLASTX 

g4220535 

581 

3.0e-60 

136 

81 

(AL035356) 
thaliana] 



clathrin coat assembly like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212633 

LIB3145-057-Q1-K1-D6 

BLASTX 

g3915083 

654 

8.0e-69 

135 

90 

TUBULIN BETA CHAIN >gi_1403143_emb_CAA67056_ 
beta-tubulin [Cicer arietinum] 



(X98406) 



29539 



CI 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212634 

LIB3145-057-Q1-K1-D9 

BLASTX 

g629846 

143 

7.0e-09 

103 

40 

initiator-binding protein - maize >gi__483444_emb_CAA55693_ 
(X79086) initiator-binding protein [Zea mays] 



212635 

LIB3145-057-Q1-K1-E10 

BLASTX 

gl658197 

649 

3.0e-68 

134 

87 

(U74630) 
(U74631) 



calreticulin 
calreticulin 



[Ricinus communis] >gi__1763297 
[Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212636 

LIB3145-057-Q1-K1-E11 

BLASTX 

g2853076 

275 

2.0e-24 

74 

77 

(AL0217 68) putative protein [Arabidopsis thaliana] 
212637 

LIB3145-057-Q1-K1-E12 

BLASTX 

g4454026 

378 

2.0e-36 

106 

70 

(AL035394) phosphatase like protein [Arabidopsis thaliana] 
212638 

LIB3145-057-Q1-K1-E4 

BLASTN 

g2570118 

55 

4.0e-22 

83 

92 

S.latifolia mRNA, clone CCLS 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



212639 

LIB3145-057-Q1-K1-E5 

BLASTX 

g2760834 



29540 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



377 

2.0e-36 

111 

69 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212640 

LIB3145-057-Q1-K1-E7 

BLASTX 

g543867 

516 

1.0e-52 

132 

78 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14 699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 



Seq. No. 


212641 


Seq. ID 


LIB3145-057-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4008156 


BLAST score 


613 


E value 


5.0e-64 


Match length 


129 


% identity 


86 


NCBI Description 


(AB008845) NADH dependent Glutamate Synthase [Oryza 


Seq. No. 


212642 


Seq. ID 


LIB3145-057-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4218121 


BLAST score 


245 


E value 


7.0e-21 


Match length 


110 


% identity 


50 


NCBI Description 


(AL035353) putative protein [Arabidopsis thaliana] 


Seq. No. 


212643 


Seq. ID 


LIB3145-057-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


g2564044 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


242 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K19P17, complete sequence [Arabidopsis thaliana] 


Seq. No. 


212644 


Seq. ID 


LIB3145-057-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3551983 


BLAST score 


671 



29541 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq^ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



9.0e-71 

129 
98 

(AF085073) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_3551985 (AF085074) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_3551987 (AF085075) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_3551989 (AF085076) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4 140602 (AF090150) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4140612 
(AFO 90155) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140614 (AF090156) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_4140616 (AF090157) alcohol dehydrogenase A 
[Gossypium hirsutum] 

212645 

LIB3145-057-Q1-K1-F8 

BLASTN 

gl418705 

141 

2.0e-73 

353 

95 

G. hirsutum metallothionein-like gene 
212646 

LIB3145-057-Q1-K1-F9 

BLASTX 

g533692 

210 

1.0e-16 

72 
62 

(U12150) protease inhibitor [Glycine max] 
212647 

LIB3145-057-Q1-K1-G1 

BLASTX 

g2088651 

405 

1.0e-39 ' 

125 

62 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

212648 

LIB3145-057-Q1-K1-G4 

BLASTX 

g4038034 

162 

2.0e-ll 
43 

70 

(AC005936) unknown protein [Arabidopsis thaliana] 
212649 

LIB3145-057-Q1-K1-G9 



29542 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3063396 

527 

6.0e-54 

114 

86 

(AB012947) 



vcCyP [Vicia faba] 



212650 

LIB3145-057-Q1-K1-H11 

BLASTX 

g2529665 

186 

4.0e-14 

100 

56 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



212651 

LIB3145-057-Q1-K1-H5 

BLASTX 

g2529665 

187 

2.0e-14 

78 
36 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



212652 

LIB3145-058-Q1-K1-A1 

BLASTX 

gl22006 

280 

5.0e-25 

83 

69 

HI STONE H2A >gi_81906 pir 



_JQ118 3 histone H2A - garden pea 



212653 

LIB3145-058-Q1-K1-A10 

BLASTX 

g2267567 

163 

3.0e-ll 

39 
74 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

212654 

LIB3145-058-Q1-K1-A3 

BLASTX 

gl730107 

529 



29543 



CI 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-54 

125 

72 

LEUCOANTHOC YAN I D I N DIOXYGENASE (LDOX) ( LEUCOANTHOCYANI DIN 

HYDROXYLASE) >gi_421870_pir S33144 anthocyanidin 

hydroxylase - apple tree >gi_296844_emb_CAA50498_ (X71360) 
anthocyanidin hydroxylase [Malus sp.] 

212655 

LIB3145-058-Q1-K1-A6 

BLASTX 

g3320379 

483 

7.0e-49 

103 

92 

(AF014375) putative JUN kinase activation domain binding 
protein [Medicago sativa] 

212656 

LIB3145-058-Q1-K1-A8 

BLASTX 

gl352668 

197 

3.0e-15 

72 

61 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A CATALYTIC SUBUNIT 
>gi_17848_emb__CAA40687_ (X57439) phosphatase 2A [Brassica 
napus] 

212657 

LIB3145-058-Q1-K1-A9 

BLASTX 

gll69586 

571 

5.0e-59 

131 

83 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6-BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

(CY-F1) >gi_542079__pir S41287 f ructose-bisphosphatase (EC 

3.1.3.11) - potato >gi_440591_emb_CAA54265_ (X76946) 
fructose-1, 6-bisphosphatase [Solanum tuberosum] 

212658 

LIB3145-058-Q1-K1-B1 

BLASTX 

g2440044 

218 

3.0e-18 

45 

89 

(AJ001293) major intrinsic protein PIPB [Craterostigma 
plantagineum] 



Seq. No. 



212659 



29544 



Seq. ID 


LIB3145-058-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4127878 


BLAST score 


147 


E value 


2.0e-09 


Match length 


111 


% i Hpnt it v 


35 


NCBI Description 


(AJ011831) NDX1 homeobox prot< 




212660 


Seq* ID 


LIB3145-058-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g99807 


BLAST score 


500 


E value 


8.0e-51 


Match length 


116 


% identity 


76 




nprip Rnl D riTntpn n — tstdp >cn 




Bplo [Brassica napus] 




212661 


Seq. ID 


LIB3145-058-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3063396 


BLAST score 


466 


F. va 1 hp 

1—1 V axuc 


9. Oe-47 


Match lencrth 


112 






NPRT ripqr'r'i nfi on 


(AB012947} vcCvP fVicia fabal 


Jd|a IN U • 


_L \J vJ 


Sea ID 


LIB3145-058-Q1-K1-C12 


Mpf" Vi oH 


BLASTX 


NCBI GI 


g!943751 


BLAST score 


636 


E value 


1.0e-66 


Match length 


135 


% identity 


87 


NCBI Description 


(U93845) Arabidopsis thaliana 



emb CAA47176 (X66607) 



•iR-type calcium pump 
protein, complete sequence >gi_2078292 (U96455) ER-type 
Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212663 

LIB3145-058-Q1-K1-C3 

BLASTX 

g4098129 

604 

5.0e-63 

119 

97 

(U73588) sucrose synthase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



212664 

LIB3145-058-Q1-K1-C9 

BLASTX 

gl483563 

614 



29545 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-64 



4.0e- 

134 
84 

(X99825) 



leucine aminopeptidase [Petroselinum crispum] 



212665 

LIB3145-058-Q1-K1-D1 

BLASTX 

g4105097 

538 

3.0e-55 

114 

89 

(AF043255) MADS box protein 26 [Cucumis sativus] 
212666 

LIB3145-058-Q1-K1-D11 

BLASTX 

gl32944 

297 

4.0e-27 

72 

78 

60S RIBOSOMAL PROTEIN L3 >gi__81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

212667 

LIB3145-058-Q1-K1-D12 

BLASTX 

gl32944 

335 

1.0e-31 

81 
78 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

212668 

LIB3145-058-Q1-K1-D4 

BLASTX 

g4163997 

268 

7.0e-43 

120 

76 

(AF087483) 
thaliana] 



alpha-xylosidase precursor [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



"212669 

LIB3145-058-Q1-K1-D5 

BLASTX 

g2118220 

405 

1.0e-39 
116 



29546 




% identity 75 

NCBI Description H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P1) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb_CAB38812.1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212670 

LIB3145-058-Q1-K1-D7 

BLASTX 

gl25568 

529 

4.0e-54 

133 

76 

PROTEIN KINASE PVPK-1 >gi_100013_pir A30311 protein kinase 

C (EC 2.7.1.-) homolog - kidney bean >gi_169361 (J04555) 
PVPK-1 protein [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212671 

LIB3145-058-Q1-K1-D8 

BLASTX 

gl32944 

553 

5.0e-57 

107 

95 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212672 

LIB3145-058-Q1-K1-E1 

BLASTX 

g3914136 

166 

9.0e-12 

60 

50 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_2632171_emb_CAA05771_ (AJ002958) lipid transfer protein 
[Cicer arietinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212673 

LIB3145-058-Q1-K1-E2 

BLASTX 

gl871192 

319 

2.0e-29 

121 

60 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



29547 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212674 

LIB3145-058-Q1-K1-E5 

BLASTX 

g3914006 

370 

2.0e-35 

107 
70 

MITOCHONDRIAL LON PROTEASE HOMOLOG 
(U85495) LON2 [Zea mays] 



2 PRECURSOR >gi_1816588 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212675 

LIB3145-058-Q1-K1-E6 

BLASTX 

g3024386 

655 

6.0e-69 

127 
99 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi__606650 (U09717) polygalacturonase [Gossypium hirsutum] 

212676 

LIB3145-058-Q1-K1-E7 

BLASTX 

gl850546 

234 

1.0e-19 

86 

59 

(U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212677 

LIB3145-058-Q1-K1-E8 

BLASTX 

gl620970 

531 

2.0e-54 

116 

92 

(Y08887) L-lactate dehydrogenase [Lycopersicon esculentum] 
>gi_1806117_emb_CAA71611_ (Y10602) L-lactate dehydrogenase 
[Lycopersicon esculentum] 

212678 

LIB3145-058-Q1-K1-F10 

BLASTX 

g4105696 

552 

7.0e-57 

109 

93 

(AF04 9870) beta tubulin 



1 [Arabidopsis thaliana] 



29548 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212679 

LIB3145-058-Q1-K1-F2 

BLASTN 

g2564046 

47 

2.0e-17 

257 
82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MGI19, complete sequence [Arabidopsis thaliana] 



PI clone: 



iJC^ « LIU > 


X U(J U 


Sea TD 


LTB31 4 5-0^8-01 -yr\ -p^ 


Method 


BLASTX 


NCBI GI 


g2605621 


DT 7\ Q T o r>r\va 
rj±-tr\0 1 bCOic 




E value 


o . ue jj 


jyiatcn ±engr.n 


Q9 


^ lUCil L _l u_y 


/ o 


jnudi Description 


tuooDiy) UoMxdj [uryza sativaj 


o e q • IN O • 


919 £P 1 
Z±Z DO 1 


Qorr m 

oeq* iu 




Method 


BLASTX 


NCBI GI 


g2641638 


BLAST score 


424 


E value 


5.0e-42 


Match length 


98 


% identity 


82 


NCBI Description 


(AF032883) AtJ3 [Arabidopsis thaliana] 


Seq. No. 


212682 


Seq. ID 


LIB3145-058-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2501449 


BLAST score 


175 


E value 


8.0e-13 


Match length 


33 


% identity 


100 


NCBI Description 


UBIQUITIN-LIKE PROTEIN SMT3 >gi 1668773 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



_emb_CAA67 922_ 
(X99608) ubiquitin-like protein [Oryza sativa] 



212683 

LIB3145-058-Q1-K1-F6 

BLASTX 

gl!09830 

306 

4.0e-28 

109 

59 

(U41534) coded for by C. 
helicases of SNF2/RAD54 

212684 

LIB3145-058-Q1-K1-F8 

BLASTX 

g4056432 



elegans cDNA CEESI42F; Similar to 
family. [Caenorhabditis elegans] 



29549 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



557 

2.0e-57 

127 

76 

(AC005990) Similar to gi_2245014 glucosyltransferase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 

212685 

LIB3145-058-Q1-K1-F9 

BLASTX 

g4056432 

404 

2.0e-39 

107 

68 

(AC005990) Similar to gi_2245014 glucosyltransferase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 

212686 

LIB3145-058-Q1-K1-G1 

BLASTX 

g2351380 

164 

2.0e-ll 

113 

32 

(U54559) translation initiation factor eIF3 p40 subunit 
[Homo sapiens] >gi_4503515_ref_NP_003747 . 1 pEIF3S3 UNKNOWN 



Seq. No. 


212687 


Seq. ID 


LIB3145-058-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3063396 


BLAST score 


369 


E value 


1.0e-35 


Match length 


74 


% identity 


91 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Seq. No. 


212688 


Seq. ID 


LIB3145-058-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2443757 


BLAST score 


318 


E value 


1.0e-29 


Match length 


76 


% identity 


79 


NCBI Description 


(AF020434) cyclophilin [Arabi 


Seq. No. 


212689 


Seq. ID 


LIB3145-058-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g267069 



29550 



BLAST score 


509 


E value 


8.0e-52 


Match length 


94 


% identity 


99 


NCBI Description 


TUBULIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID~ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

212690 

LIB3145-058-Q1-K1-G9 

BLASTX 

glOOOlO 

394 

2.0e-38 

117 

61 

pectinesterase (EC 3.1.1.11) - kidney bean (fragment) 
>gi_21062_emb_CAA48169_ (X68028) pectinesterase [Phaseolus 
vulgaris] 

21269r 

LIB3145-058-Q1-K1-H1 

BLASTX 

gl346701 

218 

7.0e-18 

97 

49 

EXOPOLYGALACTURONASE CLONE GBGE184 PRECURSOR (EXOPG) 
(PECTINASE) (GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_421831_pir S34199 exopolygalacturonase (clone GBGel84) 

- Arabidopsis thaliana >gi_313682_emb_CAA51032_ (X72291) 
exopolygalacturonase [Arabidopsis thaliana] 
>gi_3004440_emb_CAA76127_ (Y16230) polygalacturonase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212692 

LIB3145-058-Q1-K1-H10 

BLASTN 

g2618602 

35 

3.0e-10 

150 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MSJ1, complete sequence [Arabidopsis thaliana] 



clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212693 

LIB3145-058-Q1-K1-H11 

BLASTX 

g4263715 

444 

4.0e-44 

129 

63 

(AC006223) putative alanine acetyl transferase [Arabidopsis 



29551 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212694 

LIB3145-058-Q1-K1-H12 

BLASTX 

g3893079 

566 

2.0e-58 

122 

85 

(Y18432) glucose-l-phosphate adenylyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212695 

LIB3145-058-Q1-K1-H2 

BLASTX 

gl346701 

213 

3.Ge-17 

86 

49 

EXOPOLYGALACTURONASE CLONE GBGE184 PRECURSOR (EXOPG) 
(PECTINASE) (GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_421831_pir S34199 exopolygalacturonase (clone GBGel84) 

- Arabidopsis thaliana >gi__313682_emb_CAA51032_ (X72291) 
exopolygalacturonase [Arabidopsis thaliana] 
>gi_3004440_emb_CAA76127_ (Y16230) polygalacturonase 
[Arabidopsis thaliana] 



Seq. No. 


212696 


Seq. ID 


LIB3145-058-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2160166 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


93 


% identity 


43 


NCBI Description 


(AC000132) No definition 


Seq. No. 


212697 


Seq. ID 


LIB3145-058-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3912988 


BLAST score 


424 


E value 


5.0e-42 


Match length 


99 


% identity 


87 


NCBI Description 


FLORAL HOMEOTIC PROTEIN , 



[Arabidopsis thaliana] >gi_2829878 (AC002396) 
[Arabidopsis thaliana] 



AGL9 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



212698 

LIB3145-058-Q1-K1-H7 

BLASTX 

g461729 

414 

1.0e-40 



29552 



# 

Match length 97 

% identity 77 

NCBI Description 10 KD CHAPERONIN (PROTEIN CPN10) (PROTEIN GROES) 

>gi_2146744_pir S65597 probable chaperonin, 10K - 

Arabidopsis thaliana >gi_166662 (L02843) 10 kDa chaperonin 
[Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212699 

LIB3145-058-Q1-K1-H8 

BLASTX 

g729051 

510 

7.0e-52 

104 

59 

CALTRACTIN (CENTRIN) >gi_444342_prf 1906390A 

caltractin-like protein [Atriplex nuimaularia] 

212700 

LIB3145-058-Q1-K1-H9 

BLASTX 

g2129579 

186 

4.0e-14 

38 
95 

Dwarfl protein - Arabidopsis thaliana >gi_516043 (U12400) 
Dwarf 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212701 

LIB3146-001-P1-K2-A10 

BLASTX 

g3068713 

580 

5.0e-60 

135 

84 

(AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212702 

LIB3146-001-P1-K2-A11 

BLASTX 

g4115379 

230 

4.0e-19 

83 

51 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



212703 

LIB3146-001-P1-K2-A3 

BLASTX 

g416922 

143 

2.0e-09 
45 



29553 



% identity 

NCBI Description 



78 

DEOXYURIDINE 5 1 -TRIPHOSPHATE NUCLEOT I DOH YDROLASE (DUTPASE) 

(DUTP PYROPHOSPHATASE) (P18) >gi_282 947_pir JQ1599 dUTP 

pyrophosphatase (EC 3.6.1,23) - tomato 

>gi_251897_bbs_109276 (S40549) deoxyuridine triphosphatase, 
dUTPase, P18 {EC 3.6.1.23} [tomatoes, Tint Tim cultivar 
LA154, Peptide, 169 aa] [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212704 

LIB314 6-001-P1-K2-A5 

BLASTN 

g4519187 

33 

3.0e-09 

49 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K1G2, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212705 

LIB3146-001-P1-K2-A8 

BLASTX 

g2342686 

143 

4.0e-09 

54 

44 

(AC000106) Similar to Saccharomyces hypothetical protein 
YDR051C (gb_Z49209). ESTs gb_T44436, gb_42252 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212706 

LIB3146-001-P1-K2-B1 

BLASTX 

g4539291 

277 

1.0e-24 

70 

73 

(AL049480) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212707 

LIB3146-001-P1-K2-B10 

BLASTX 

g4531443 

339 

8.0e-32 

88 

76 

(AC006224) putative 50s ribosomal protein L3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



212708 

LIB314 6-001-P1-K2-B11 

BLASTX 

g3043432 

243 



29554 



II • 



E value 


1. Oe-20 


Matph 1 pnrrhh 

J. 1U L. Vw>J.-l Ull 


48 


O J-Lx~J.lL.J_ L. 


94 


NCBI Descriot ion 


( AiTO D R 34 ft \ Obi mil 1"i n rnninfrsfi pnzvnnp rPi ppt a7"i a1~ "i rminl 

\ flU U U J Jt U J UJJXv^UX UX1X v-'V-'Ii^J d L. X. llv^ ~il £i 1LLCJ L^XLC-l O.J L ™ L, X 11 LULL J 


OCLJ » 1NLV ♦ 


91 970Q 


Seq. ID 


LIB3146-001-P1-K2-B12 


Method 


BLASTX 


NCBI GI 


g2982303 


BLAST score 


659 


E valnp 

x_ i v axu^ 


2 . Oe-69 


Match l^ncrth 


138 


% "i dpnf* i +■ v 


91 


NCBI Description 


(AF051236) hvoothet ical orotein FPicea marianal 


OCU i L N L/ « 


X j£ / 1U 


Seq. ID 


LIB3146-001-P1-K2-B2 

XIXL/\^ X ? V L/ W J. X X. iv£i XJ£> 


Method. 


BLASTX 


NCBI GI 


a2529662 


BLAST score 


492 


E value 


1. Oe-49 


Match length 


104 


% identity 


92 


NCBI Description 


fAP l 009S3S ^ Tini - at" "i ~\t& c?tti "in rm/-*1^av* t*t V^oti no 1 prinTnt" n Fl9 

^nvvU^i J J J ^ UULuLx VC OlUG X X IILIL^XCCLX J LJJUilUL<XCUk/J.U LCXll^ kJlll LJ 




f Arahi dons \ S thai i anal >rri S7^ft97ft ( AfOO ^ ^OQ ^ nnhafi vp 




biiiaii nuticai riDonucieoprocein/ our [-"raDiaopsxs 




-f- 1 i ana 1 
L.J.1CIX X dllct j 




Zx<i / ll 


OCUj . XL/ 


xjXJ3v>X*tD UU1 r 1 J\Z lj 1 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


172 


— va Ina 


Q Oe-1 3 


Match 1 pnrrth 

HO L-V*rXl _L- ^ I'll 


34 


o xuciiu j. u y 


7Q 


NCBI Description 


(AC005223) 45643 TArabidoDsis thalianal 




91 971 9 


Sea TD 


T.TR31 46-001 -Pi -K9-R8 

H1DJ11U UU1 XT X X\^i DO 


Method 


BLASTX 

XJ 1 IJlVj X x V 


NCBI GI 


g3355474 


BLAST score 


562 


TT va 1 np 




lJQLL>li J_ <C?11LJ L.11 


1 1 R 

X X o 


O X UCll ( — L l. _y 


Q Q 
O -7 


NCBI Description 


f AC004 9 1 ft ) iinlcnown riTntPi n fATahi Hnn<; ■hhialia'nal 

\ n\j V v a X U y IXJ.IJ\11<J VV ll k/X U LUXll ^ x^J_ GLIuS-L, LJ.v-'L/O J. O L. 1 Id ^> ^ CXI Id J 


dorr Mo 


91 971 "3 


Q^rr TD 

>JCvj[ • X u 


JjlDJlID UvX IrX i\Z. 


Mp1~hoH 


Dxxrio x A 


NCBI GI 


g2564237 


BLAST score 


610 


E value 


l-0e-63 


Match length 


123 


% identity 


88 


NCBI Description 


(Y10112) omega-6 desatiirase [Gossypium hirsutum] 



29555 



II 



Seq. No. 


212714 


Seq. ID 


LIB3146-001-P1-K2-C11 


Method 


BLASTX 


NCBI GI 


g3063467 


BLAST score 


395 


E value 


2.0e-38 


Match length 


121 


% identity 


64 


NCBI Description 


(AC003981) F22013 29 FArabidoosis thalianal 


Seq. No. 


212715 


Seq. ID 


LIB314 6-001-P1-K2-C12 


Method 


BLASTX 


NCBI GI 


g4454468 


BLAST score 


290 


E value 


4.0e-26 


Match length 


110 


% identity 


52 


NCBI Description 


(AC006234) putative NADH dehydrogenase [Arabidopsis 




thaliana] 



o . in w * 


91 ?71 fi 

Z. J_ Z. / ID 


Seq. ID 


LIB314 6-001-P1-K2-C2 


Method 


BLASTX 


NCBI GI 


g4376099 


BLAST score 


225 


E value 


1.0e-18 


Match length 


54 


% identity 


85 


NCBI Description 


(X95690) Histone H2b homologue [Allium cepa] 


Seq. No. 


212717 


Seq, ID 


LIB3146-001-P1-K2-C3 


Method 


BLASTX 


NCBI GI 


gl326163 


BLAST score 


282 


E value 


4.0e-25 


Match length 


66 


% identity 


80 


NCBI Description 


(U54704) stress related protein PvSRP [Phaseolu 


Seq. No. 


212718 


Seq. ID 


LIB3146-001-P1-K2-C5 


Method 


BLASTX 


NCBI GI 


g2645971 


BLAST score 


520 


E value 


4.0e-53 


Match length 


102 


% identity 


92 


NCBI Description 


(AF034255) reversibly glycosylated polypeptide- 



[Arabidopsis thaliana] 



Seq. No. 212719 

Seq. ID LIB3146-001-P1-K2-C6 

Method BLASTX 

NCBI GI g3746059 



29556 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



208 

2.0e-16 

86 
51 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



Ccirr Kin 


212720 


q prr Tn 

O t ^ • X U 


LTB314 6-001-P1-K2-C7 


IltS LliUU 




Nf*RT (IT 


al326163 


BLAST score 


172 


E value 


1.0e-12 


Match length 


63 




54 




(T7S4704^ Qtrp*?^ tp! a1"pd nrof pin 




212721 


oeq. iu 


T TR^I 4 6-001 -PI -R9 -f*P 


ixi.ei.noa. 


r>T A^TY 
Dlxrio 1 A 




rrl 6Q4691 


oijrio i score 


jU / 


E value 


3.0e-28 


Match length 


66 


laeniiLy 


8 Q 


LNLrsi Description 


(D/Uo^DJ j~K6uOaCyi LOA IlllOlaSe 


O fc= * IN (J • 


91 9799 


beg, lJj 


liloo 14 o UUl rl J\i Ul U 


Method 


DliiiOiA 


TaPDT (IT 


rrl fi4 1 ft T n 


DT 7\ C T 1 or'Arci 
J3±ariO 1 SCvJxve 


^Q1 
j^i 


E value 


7.0e-38 


Match length 


87 


"6 identity 


0 / 


inodi uescripiion 




oeq. imo . 


91 979^ 
/Zj 


Ca/^r t n 
oeq. iu 


T T15^1 4 £—001 —PI — Tf9-nl 1 
lil .do 14 D UU 1 tr 1 J\Z Ul 1 


Method 


DT flCPY 


WRT fZT 
1NOD1 k3l 




"DT ACT 1 r-< /— i /-\ v~ /— \ 

nitiioi score 




TV lnp 




Match length 


95 


% identity 


62 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis 


Seq. No. 


212724 


Seq. ID 


LIB3146-001-P1-K2-D12 


Method 


BLASTX 


NCBI GI 


g4580384 


BLAST score 


450 


E value 


8.0e-45 


Match length 


92 


% identity 


99 


NCBI Description 


(AC007184) putative histone H2B 



29557 



Seq. No. 


212725 


Seq. ID 


LIB3146-001-P1-K2-D9 


Mpthod 


BLASTX 


NCBI GI 


g629735 


BLAST score 


248 


E value 


4.0e-21 


Matnh 1 pnath 


71 


% idpntitv 


66 


NCBI Description 


fill protein - garden snapdragon >gi_406309_emb_CAA4 0553_ 




(X57296) FIL1 [Antirrhinum majus] 


Seq. No. 


212726 


Seq. ID 


LIB314 6-001-P1-K2-E10 


Method 


BLASTX 


NCBI GI 


g2245098 


BLAST score 


511 


E value 


1. Oe-59 


Ma t ph Ipncrth 

L 1CL L» ^11 \^ 11m L.11 


149 


% identitv 


79 


NCBI Description 


(Z97343) ribosomal protein [Arabidopsis thaliana] 


Seq. No. 


212727 


Sea ID 


LIB3146-001-P1-K2-E11 


Method 


BLASTX 


NCBI GI 


g4469003 




157 


Hi vax Lie; 


2 . Oe-10 




71 


& idpntitv 


44 


MPRT n&^rri 0+" i on 

IN^-OX. UCDL-i-ip 1 1 — LUli 


(AT.O^SfiOPI mitative orotein FArabidoosis thalianal 


Seq. No. 


212728 


Seq. ID 


LIB3146-001-P1-K2-F1 


Mp1~ hnd 


BLASTX 


NCBI GI 


a i 199772 


BLAST score 


331 


E value 


3.0e-31 


Ma1~ph 1 pnath 


89 


o __\_lt;iii — L L-_y 


75 


"NlfRT r)PQPT"i rifi on 


fnR^^Pfi^ py+*pn«!i n like* r^otpin TPoduIus niaral 




>gi 1199774 dbj BAA11855 (D83227) extensin like protein 






Sea. No. 


212729 


Seq. ID 


LIB3146-001-P1-K2-F10 


Mp1~ hod 

L JLC L.11UU 


BLASTX 


NCBI GI 


g2388577 


BLAST score 


182 


T* 1 1 IIP 
J_t VAX LLC 


2 Oe-13 


Match length 


102 


% identity 


41 


NCBI Description 


(AC000098) Similar to Arabidopsis putative ion-channel 




PID:g2262157 (gb_AC002329) . [Arabidopsis thaliana] 


Seq. No. 


212730 


Seq. ID 


LIB3146-001-P1-K2-F12 



29558 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4249417 

192 

1.0e-14 

88 
43 

(AC006072) 



hypothetical protein [Arabidopsis thaliana] 



212731 

LIB3146-001-P1-K2-F2 

BLASTX 

g629693 

369 

2.0e-35 

141 

50 

probable integrase - common tobacco (fragment) 
>gi_530742_emb_CAA56791_ (X80830) integrase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212732 

LIB3146-001-P1-K2-F3 

BLASTX 

g4102111 

200 

1.0e-15 

40 

100 

(AF009126) NAP1-1 [Nicotiana tabacum] 
212733 

LIB3146-001-P1-K2-F4 

BLASTX 

g2815246 

218 

1.0e-17 

55 

71 

(X95709) class I type 2 metallothionein [Cicer arietinum] 
212734 

LIB3146-001-P1-K2-F5 

BLASTX 

g3738290 

221 

4.0e-18 

106 

45 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



212735 

LIB3146-001-P1-K2-F8 

BLASTX 

g464986 

574 

2.0e-59 
108 



29559 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6,3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

212736 

LIB3146-001-P1-K2-G3 

BLASTX 

g2224911 

208 

2.0e-16 

111 

41 

(U93048) somatic embryo genes is receptor-like kinase [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212737 

LIB3146-001-P1-K2-G5 

BLASTX 

g3063439 

159 

8.0e-ll 

52 

62 

(AC003981) F22013.1 [Arabidopsis thaliana] 
212738 

LIB3146-001-P1-K2-G8 

BLASTX 

g2244792 

651 

2.0e-68 

151 

48 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
212739 

LIB3146-001-P1-K2-H12 

BLASTX 

gl352821 

199 

2.0e-15 

42 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



29560 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity . 
NCBI Description 



212740 

LIB314 6-001-P1-K2-H5 

BLASTX 

g2559012 

600 

2. Oe-62 

142 

80 

(AF026293) chaperonin containing t-complex polypeptide 1, 
beta subunit; CCT-beta [Homo sapiens] >gi_4090929 
(AF026166) chaperonin-containing TCP-1 beta subunit homolog 
[Homo sapiens] 

212741 

LIB3146-001-P1-K2-H6 

BLASTX 

g3182981 

652 

2.0e-68 

145 

83 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_dbj_BAA13096_ 
(D86494) diminuto [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212742 

LIB3146-002-P1-K1-E10 

BLASTX 

gll70747 

151 

2.0e-10 

42 

81 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

212743 

LIB314 6-002-P1-K1-G12 

BLASTX 

g417073 

513 

3.0e-52 

140 

71 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH- glutamate 
synthase [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



212744 

LIB314 6-002-P1-K2-A11 

BLASTN 

g3264766 

42 

2.0e-14 



29561 



Match length 


90 


% identity 


87 


NCBI Description 


Prunus armeniaca AP2 domain containing protein (AP2DCP) 




rnRNA, partial cds 


Seq. No. 


212745 


Seq. ID 


LIB3146-002-P1-K2-A12 


Method 


BLASTX 


NCBI GI 


g4567304 


BLAST score 


342 


E value 


4 . Oe-32 


Match length 


108 


% identitv 


68 


NCBI Description 


(AC005956) unknown Drotein rArabidoosis thaliana 1 


Sea No 


212746 


Seq. ID 


LIB3146-002-P1-K2-A3 


Method 


BLASTX 


NCBI GI 


g2947063 


BLAST score 


238 


E value 


3.0e-20 


Match length 


90 


% i dpnt i 1" v 


57 


NCBI Dp.srriDf ion 


fACOOPS?! 1 nntati vf* Rpy/Thr nfotpi n kin^^p f ATabi Hor^i <3 

\ Alw \y V -L- ^ k-< U. L<UL>X V ^ / X 1 1-L~ J_ \J U- ^ -1-1 1 J\._L1±CL O w |_ XiJ_ CL Jw> -1- \_4>V^ -L. 




thai i anal 


Sea No 


212747 


Seq. ID 


LIB3146-002-P1-K2-A6 


Method 


BLASTX 


NCBI GI 


g4151068 


BLAST score 


581 


E value 


4 . 0e-60 


Mai~ph 1 pnath 


126 






NCBI Description 


(Y10862) ribonucleotide reductase [Nicotiana tabacum] 


Sea No 


212748 


Seq. ID 


LIB3146-002-P1-K2-A9 


Method 


BLASTX 


NCBI GI 


g2760837 


BLAST score 


236 


E value 


8 . 0e-20 


Match length 


121 


& i dent it v 


45 


NCBI Description 


(AC003105) Dutative cvtochrome P450 TArabidoDsis thaliana 


Sea No 


212749 


Seq. ID 


LIB3146-002-P1-K2-B10 


Method 


BLASTX 


NCBI GI 


g3355486 


BLAST score 


462 


E value 


3.0e-46 


Match length 


149 


% identity 


62 


NCBI Description 


(AC004218) unknown protein [Arabidopsis thaliana] 


Seq. No. 


212750 



29562 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-002-P1-K2-B11 

BLASTX 

g2129579 

309 

9.0e-34 

88 

82 

Dwarfl protein - Arabidopsis thaliana >gi_516043 (U12400) 
Dwarf 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212751 

LIB314 6-002-P1-K2-B2 

BLASTX 

g3024020 

496 

2.0e-58 

123 

93 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212752 

LIB3146-002-P1-K2-B4 

BLASTX 

g3320120 

159 

4.0e-ll 

89 
40 

(U66669) 3-hydroxyisobutyryl-coenzyme A hydrolase [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212753 

LIB3146-002-P1-K2-B6 

BLASTX 

g3355477 

415 

1.0e-40 

112 

40 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212754 

LIB3146-002-P1-K2-B9 

BLASTX 

g4376158 

596 

6.0e-62 

136 

82 

(X98873) aspartate kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



212755 

LIB3146-002-P1-K2-C1 
BLASTX 



29563 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4107343 
356 

8.0e-34 

142 

48 

(AJ224922) ATP citrate lyase [Sordaria macrospora] 
212756 

LIB3146-002-P1-K2-C12 

BLASTX 

gl220196 

492 

9.0e-50 

115 
78 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
212757 

LIB314 6-002-P1-K2-C3 

BLASTX 

g2497486 

170 

2.0e-12 

41 

78 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



Seq. No. 


212758 


Seq. ID 


LIB3146-002-P1-K2-C4 


Method 


BLASTX 


NCBI GI 


g4115337 


BLAST score 


400 


E value 


6.0e-39 


Match length 


88 


% identity 


16 


NCBI Description 


(L81141) ubiquitin [ 


Seq. No. 


212759 


Seq. ID 


LIB3146-002-P1-K2-C5 


Method 


BLASTX 


NCBI GI 


g3021344 


BLAST score 


257 


E value 


3.0e-22 


Match length 


61 


% identity 


77 


NCBI Description 


(AJ004959) hypotheti 


Seq. No. 


212760 


Seq. ID 


LIB3146-002-P1-K2-C7 


Method 


BLASTX 


NCBI GI 


g2498464 


BLAST score 


224 


E value 


3.0e-18 


Match length 


74 


% identity 


62 



[Cicer arietinum] 



29564 




NCBI Description 28 KD HEAT- AND ACID-STABLE PHOSPHOPROTEIN (HASPP28) (PDGF 
ASSOCIATED PROTEIN) >gi_1136584 (U41745) PDGF associated 

protein [Homo sapiens] >gi_158 9642_prf 2211382B 

platelet-derived growth factor-associated protein [Homo 
sapiens] 



Seq. No. 


<Z±Z / ol 


Seq. ID 


LIBJI4 o-UUZ-Pl-KZ-Do 


l v icL.IlOU. 


DJ_iriO 1 A 


NCBI GI 


gooDDbl ! 


BLAST score 


TOT 


E value 


z . ue-j / 


Match length 


yu 




pi 


NCBI Description 


(AJ000229) unnamed protein product [Hordeum vulgare] 


Seq. No. 


212762 


Seq. ID 


LIB314 6-002-P1-K2-D6 


Method 


BLASTX 


NCBI GI 


g3395938 


BLAST score 


392 


E value 


3.0e-50 


Match length 


151 


% identity 


51 


NCBI Description 


(AF076924) polypyrimidine tract -binding protein homolog 



[Arabidopsis thaliana] 



Seq. No. 


212763 


Seq. ID 


LIB3146-002-P1-K2-D7 


Method 


BLASTX 


NCBI GI 


g3402752 


BLAST score 


210 


E value 


8.0e-17 


Match length 


87 


% identity 


57 


NCBI Description 


(AL031187) putative protein [Arabidopsis thaliana] 


Seq. No. 


212764 


Seq. ID 


LIB314 6-002-P1-K2-D8 


Method 


BLASTX 


NCBI GI 


g2429280 


BLAST score 


740 


E value 


9.0e-79 


Match length 


160 


% identity 


87 


NCBI Description 


(AF014055) asparagine synthetase [Triphysaria versicolor] 




>gi_2429282 (AF014056) asparagine synthetase [Triphysaria 




versicolor] >gi_2429284 (AF014057) asparagine synthetase 




[Triphysaria versicolor] 


Seq. No. 


212765 


Seq. ID 


LIB314 6-002-P1-K2-D9 


Method 


BLASTX 


NCBI GI 


g549063 


BLAST score 


332 


E value 


5.0e-31 


Match length 


86 



29565 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

212766 

LIB3146-002-P1-K2-E10 

BLASTX 

g!170747 

423 

1.0e-41 

97 

86 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi__167345 
(M88324) late embryogenes is -abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenes is -abundant protein [Gossypium hirsutum] 



oeq. ino • 


91 97 67 


oeq. id 




Method 


DT 7\ C TV 




rrl 61 7979 


DT ACT c; rr^r a 


49R 
*± ^ .j 


E value 


6.0e-42 


Match length 


128 


T f\. r\ "I - T ^ ^ T 

t> iu.enL.XT_y 


£A 


incd± Description 


^ii/zioxj /iLYiir Dinaing piotei] 


oeq • ino . 


91 976R 

ili / DO 


oeq. iu 


T TR^1 A C_n09 — Pi _K"9— T79 


Metnoa 


nltAo lis. 


iN \ji JJ J- \J -L 


M ' v U U «J *J 


BLAST score 


282 


E value 


4.0e-25 


Match length 


119 


% identity 


26 


NCBI Description 


(AC003105) putative Ser/Thr 




thaliana] 


Seq. No. 


212769 


Seq. ID 


LIB3146-002-P1-K2-E9 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


698 


E value 


7.0e-74 


Match length 


144 


% identity 


87 


NCBI Description 


(AL022198) putative protein 


Seq. No. 


212770 


Seq. ID 


LIB3146-002-P1-K2-F10 


Method 


BLASTX 


NCBI GI 


g629735 


BLAST score 


249 


E value 


2.0e-21 


Match length 


71 



29566 




% identity 66 

NCBI Description fill protein - garden snapdragon >gi_406309__emb_CAA40553 
(X57296) FIL1 [Antirrhinum majus] 



Seq. No. 


212771 


Seq. ID 


LIB3146-002-P1-K2-F11 






MPDT pT 
LNLvXjX. *j± 




Dijrio i score 


f± j / 


T* 1 "tra 1 no 
i-j vaxuc 


__. • L/C *± O 


rJaLCIl ±enyX-ii 


lJU 


^ iQeni,iT,y 


o / 




fAT.n4Q_-8*31 Pol — 0 paqpT n Viti^cjp T-l i Ifp TnTnl" (^in r Ats!"} i rinn 




+* Vl a 7 -i anal 


Seq. No. 


212772 


Qorr T n 

oeq. J-U 




TV/f i—> +- V-i ^-3 






y*t*ijjj DO 


OJ-iriO X ouUlc 




E value 




Match length 


1 OQ 
XiO 


■6 luentiLy 




1NV_/__JX JJeSCITip U.LOI1 


/AT fi *3 ^ ^ 9 4 ^ ni i +■ a +- -i tto nrnf oin r A t- a V^i i Hnn q i a "hViaT i ana 1 
J J^y / puLauivc px.UL.ciu [aiqjjxuuJm'oxo uiia.x_Lciiici j 


o e q • in o • 




Seq. ID 


LIB3146-002-P1-K2-F4 


Method 


BLASTX 


NCBI GI 


g3152880 


BLAST score 


617 


E value 


2.0e-64 


Match length 


158 


% identity 


69 


NCBI Description 


(AF063246) cell wall invertase; beta-f ructof uranosidase 




[Pi sum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212774 

LIB3146-002-P1-K2-F5 

BLASTX 

g4467126 

371 

1.0e-35 

141 

48 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212775 

LIB314 6-002-P1-K2-F7 

BLASTX 

g549010 

630 

6.0e-66 

132 

92 

EUKARYOTIC PEPTIDE CHAIN RELEASE 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 



FACTOR SUBUNIT 
HOMOLOG) (SUP1 



1 (ERF1) 
HOMOLOG) 



29567 



>gi_322554_pir S31328 omnipotent suppressor protein SUP1 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb_CAA49172_ (X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP45) [Arabidopsis 
thaliana] >gi_1402882_emb_CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_1495249_emb_CAA66118__ (X974 86) eRFl-3 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212776 

LIB3146-002-P1-K2-F8 

BLASTX 

g2529707 

391 

7.0e-38 

157 

50 

(AF001434) Hpast [Homo sapiens] 



oeq. wo . 


91 9777 


beq. ID 




Method 


DT TV nrpv 

BLASTX 


VTPDT (IT 


y oj*i 


BLAST score 


192 


E value 


1.0e-14 


Match length 


70 


% identity 


54 


NCBI Description 


(U95973) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


212778 


Seq. ID 


LIB3146-002-P1-K2-G10 


Method 


BLASTX 


NCBI GI 


g 4467144 


BLAST score 


380 


E value 


1.0e-36 


Match length 


100 


% identity 


70 


NCBI Description 


(AL035540) putative phosphatidylinositol synthase 




[Arabidopsis thaliana] 


Seq. No. 


212779 


Seq. ID 


LIB3146-002-P1-K2-G11 


Method 


BLASTX 


NCBI GI 


g3334144 


BLAST score 


445 


E value 


4.0e-48 


Match length 


126 



% identity 75 

NCBI Description Gl/S-SPECIFIC CYCLIN C-TYPE >gi_1695698_dbj_BAA13181 
(D86925) C-type cyclin [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



212780 

LIB3146-002-P1-K2-G12 

BLASTX 

g417073 

618 

2.0e-64 



29568 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152 
76 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH- glutamate 
synthase [Medicago sativa] 

212781 

LIB3146-002-P1-K2-G7 

BLASTX 

g2970654 

363 

1.0e-34 

99 

72 

(AF052058) ferritin subunit cowpea2 precursor [Vigna 
unguiculata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212782 

LIB3146-002-P1-K2-G8 

BLASTX 

g2144183 

361 

2.0e-34 

93 

73 

DNA-directed RNA polymerase (EC 2.7.7.6) chain III - 
Ecotype Columbia >gi_1184686 (U35049) RNA polymerase 1(A) 
and III(C) 14 kDa subunit [Arabidopsis thaliana] 
>gi_1184688 (U35050) Arabidopsis thaliana RNA polymerase 
1(A) and III(C) 14 kDa subunit [Arabidopsis thaliana] 
>gi_3980382 (AC004561) RNA polymerase 1(A) and III (C) 14 
kDa subunit (AtRPAC14) [Arabidopsis thaliana] 



Seq. No. 


212783 


Seq. ID 


LIB3146-002-P1-K2-H10 


Method 


BLASTN 


NCBI GI 


g2244733 


BLAST score 


119 


E value 


2.0e-60 


Match length 


305 


% identity 


90 


NCBI Description 


Cotton mRNA for actin, clone CF456, partial cds 


Seq. No. 


212784 


Seq. ID 


LIB3146-002-P1-K2-H8 


Method 


BLASTX 


NCBI GI 


gll4682 


BLAST score 


340 


E value 


4.0e-32 


Match length 


98 


% identity 


70 


NCBI Description 


ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 



(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi 168270 (J05397) F-l-ATPase delta subunit 



29569 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor (EC 3.6.1.3) [Ipomoea batatas] 
212785 

LIB3146-003-P1-K1-A10 

BLASTX 

g2062172 

419 

3.0e-41 

134 

61 

(AC001645) unknown protein [Arabidopsis thaliana] 
212786 

LIB3146-003-P1-K1-A4 

BLASTX 

g4204575 

356 

8.0e-34 

109 

66 

(AF098510) cytochrome b5 DIF-F [Petunia x hybrida] 
212787 

LIB3146-003-P1-K1-A5 

BLASTX 

g267069 

625 

2.0e-65 

118 

97 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



212788 

LIB3146-003-P1-K1-A6 

BLASTX 

g544184 

196 

3.0e-15 

51 

71 

4 - ALPHA- GLUCANOTRANSFERASE PRECURSOR (AMYLOMALTASE) 
(DISPROPORTIONATING ENZYME) (D-ENZYME) 

>gi_322785_pir A45049 4-alpha-glucanotransferase (EC 

2.4.1.25) - potato >gi_296692_emb_CAA48630_ (X68664) 
4-alpha-glucanotransferase [Solanum tuberosum] 

212789 

LIB3146-003-P1-K1-A8 

BLASTX 

g4204575 

387 

2.0e-37 

114 

67 



29570 



NCBI Description (AF098510) cytochrome b5 DIF-F [Petunia x hybrida] 



Seq. No. 


212790 


Seq. ID 


LIB3146-003-P1-K1-B11 


Method 


BLASTX ■ 


NCBI GI 


g3176726 


BLAST score 


317 


E value 


3.0e-29 


Match length 


128 


% identity 


48 


NCBI Description 


(AC002392} outfit ive^ ^P>T"i tip nrnf pi na 




tha 1 i ana 1 


Seq. No. 


212791 


Seq. ID 


LIB314 6-003-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


a927428 


BLAST score 


375 


E value 


5 Oe-36 


Match length 


75 


% i dent it v 


89 


NCBI Description 


fX867'^'^^ "M ^1 fTiinnTn nqi "i <3 q t nriinnl 

l^yu / — ' ^> / -l_-i_0-L |_ J-J.L111XLII U.O-L L.atlO O -L ILL LULL j 


Seq. No. 


212792 


Seq. ID 


LIB3146-003-P1-K1-B7 


Method 


BLASTX 


NCBI GI 




BLAST score 


524 


F, va lnp 

i— i vaxuc 


2 Op-^ 

A. . J J 


Match length 


129 


i Hf^nt* l i"v 




KTPRT Dp^rri nt i nn 


( AF01 f.fi^'^) fJHl nrntPi n [f^lypino tti^yI 
v J. u u jo / onx piUL.cJ.il i al y v^xilc IUclXJ 


Seq. No. 


212793 


Seq. ID 


LIB3146-003-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g!658197 


BLAST score 


645 


E value 


1.0e-67 


Match length 


133 


% identity 


89 


NCBI Description 


(U74630) calreticulin [Ricinus communi 




(U74631) calreticulin [Ricinus communi 



[Arabidopsis 



>gi_1763297 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



212794 

LIB3146-003-P1-K1-C2 

BLASTN 

g3860318 

34 

2.0e-09 

126 

82 

Cicer arietinum mRNA for nucleolar protein, partial 
212795 

LIB3146-003-P1-K1-C3 
BLASTX 



29571 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2344901 
546 

5.0e-56 

142 

78 

(AC002388) serine/threonine protein kinase isolog 
[Arabidopsis thaliana] 

212796 

LIB314 6-003-P1-K1-C4 

BLASTX 

gll73256 

242 

2.0e-20 

58 
83 

40S RIBOSOMAL PROTEIN S4 >gi_629496__pir S45026 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

212797 

LIB314 6-003-P1-K1-D1 

BLASTX 

g2739000 

306 . . 

5.0e-28 

145 

42 

(AF022459) CYP71D10p [Glycine max] 
212798 

LIB314 6-003-P1-K1-D5 

BLASTX 

g4566614 

477 

4.0e-48 

102 
87 

(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



212799 

LIB314 6-003-P1-K1-D6 

BLASTX 

gl25887 

196 

5.0e-15 

101 

45 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 

212800 

LIB3146-003-P1-K1-D7 



29572 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3915082 

219 

9.0e-18 

44 
98 

TUBULIN ALPHA CHAIN >gi_1220545 
[ Trypanosoma cruzi] >gi_1220548 
{Trypanosoma cruzi] 



(M97956) 
(M96849) 



alpha tubulin 
alpha tubulin 



212801 

LIB3146-003-P1-K1-D8 

BLASTX 

gll2717 

268 

1.0e-23 

115 
44 

21 KD PROTEIN PRECURSOR (1.2 PROTEIN) >gi_82050_pir S10911 

hypothetical protein precursor - carrot 

>gi_18312_emb_CAA36642_ (X52395) precursor polypeptide (AA 
-22 to 171) [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212802 

LIB3146-003-P1-K1-E1 

BLASTX 

g3334144 

508 

1.0e-51 

125 
80 

Gl/S-SPECIFIC CYCLIN C-TYPE >gi_1695698_dbj_BAA13181_ 
(D86925) C-type cyclin [Oryza sativa] 

212803 

LIB3146-003-P1-K1-E2 

BLASTX 

g4510430 

543 

1.0e-55 

116 

85 

(AC006929) 
thaliana] 



unknown protein, 3 T partial [Arabidopsis 



212804 

LIB3146-003-P1-K1-E3 

BLASTX 

gll70373 

626 

2.0e-65 

134 

90 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_10724 73_pir S 4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 



29573 



Seq. No. 


212805 


Seq. ID 


LIB314 6-003-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2980770 




366 


j_j vcix uc 


5 Oe-35 


Lid l_ L»l 1 XCliU L1J, 


121 


§: -J Heant" 1 t" V 
o xucii^jb w y 


64 


MPRT Dp^rri 


(AL022198) putative protein 


Seer. No. 


212806 


Sea. ID 


LIB3146-003-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g3449321 


BLAST score 


45 


E value 


4.0e-16 


Match length 


117 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomi 



PI clone: 



MTG10, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212807 

LIB3146-003-P1-K1-F1 

BLASTN 

g3821780 

36 

8.0e-ll 

37 

61 

Xenopus laevis cDNA clone 27A6-1 
212808 

LIB3146-003-P1-K1-F10 

BLASTX 

gl20669 

161 

1.0e-19 

123 

56 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905__ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212809 

LIB314 6-003-P1-K1-F11 

BLASTX 

g3218467 

176 

1.0e-12 

129 
33 

(AJ006529) putative phosphatase 



[Gallus gallus] 



Seq. No. 



212810 



29574 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3146-003-P1-K1-F2 

BLASTX 

g2979545 

235 

1.0e-19 

96 
53 

(AC003680) 



unknown protein [Arabidopsis thaliana] 



212811 

LIB3146-003-P1-K1-F6 

BLASTX 

g!771160 

464 

2.0e-46 

142 

63 

(X98929) SBT1 [Lycopersicon esculentum] 
>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

212812 

LIB3146-003-P1-K1-F7 

BLASTX 

g2739387 

191 

2.0e-14 

96 
43 

(AC002505) hypothetical protein [Arabidopsis thaliana] 
212813 

LIB3146-003-P1-K1-G1 

BLASTN 

gl439608 

39 

2.0e-12 

51 

94 

Gossypium hirsutum delta-tonoplast intrinsic protein mRNA, 
complete cds 

212814 

LIB3146-003-P1-K1-G11 

BLASTX 

g4539405 

449 

7.0e-45 

108 

78 

(AL049524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 

212815 

LIB3146-003-P1-K1-G12 

BLASTX 

gl046373 



29575 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

182 

2.0e-13 

41 

71 

(U37336) 



SAG 12 protein [Arabidopsis thaliana] 



212816 

LIB314 6-003-P1-K1-G2 

BLASTX 

g585350 

490 

6.0e-58 

123 

93 

CASEIN KINASE II, ALPHA CHAIN 2 (CK II) 

>gi_419753_pir S31099 casein kinase II (EC 2.7.1.-) 

alpha-type chain (clone ATCKA2) - Arabidopsis thaliana 
>gi_391605_dbj_BAA01091_ (D10247) casein kinase II 
catalytic subunit [Arabidopsis thaliana] 

212817 

LIB3146-003-P1-K1-G3 

BLASTX 

g2499967 

227 

9.0e-19 

52 
83 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV B PRECURSOR (PSI-E 
B) >gi_632724_bbs_151002 (S72358) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
143 aa] [Nicotiana sylvestris] 

212818 

LIB3146-003-P1-K1-G9 

BLASTX 

g3927827 

190 

1.0e-14 

46 

72 

(AC005727) osmotin-like protein precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



212819 

LIB3146-003-P1-K1-H1 

BLASTX 

g4455159 

204 

6.0e-16 

147 
36 

(AL021687) putative protein [Arabidopsis thaliana] 
212820 

LIB3146-003-P1-K1-H11 
BLASTX 



29576 




JNv^dx 


y z _?<£*± jz.u 


BLAST score 


466 


E value 


8.0e-47 


rldLCn XGliyLIl 


1 OR 

X v J 


% identity 


o / 


jncdi uescrxpuxon 


(AT. 09909^) n1^9Tna membrane intrinsic Drotein (SIMIP) 




[nlaUiuupoio i_iia.x-i_ci±ici j 


beq. No, 


91 9R9 1 


oecj» 




Method 


OT zicnpy 

JDlxrt.0 1 A 


NCBI GI 


g4322327 


BLAST score 


142 


IT 1 tt ^ 1 n/i 




JXlaXCIl iciiyuxi 


o o 


% identity 




KTPT2T r^^o/^*K*n r^'f - t r"\Ti 

nl-idi uescj.ipu.ion 


( RVC\ftCi c iA c i) n^nt i dp transporter fNeoenthes alatal 


beq. no. 


91 9fi99 


beg. ijj 


T TR*31 46—004— Pi -K1 -AS 

JjlDJilU UUt IT X ivX rl^ 


Method 




NCBI GI 


g4325338 


BLAST score 


239 


E value 




Match length 


on 


% identity 


Q *5 
OJ 


jNUbi uescriprion 


f Zi.171 9ft*3Q9 \ KI/^ Hafini tinn V-inp fnnnH f ArabidoDSi S thai 


beq. No, 


Ol OQO^ 


oeq. iu 


T TR^I 4 6-004-P1 -Kl -A7 


Method 


n>Lit\o 1 A 


NCBI GI 


g4455158 


BLAST score 


192 


E value 


i no— i s 


Match length 


0 0 


% identity 


"7 Q 




/AT. 091 687} IHnaq^-like nrotein TArabidoDsis thaliana] 


Seq. No. 


Ol OQO/ 


beq. iu 


T TR^1 4 6-004-P1 — Kl -Aft 


Method 


hsliAblA 


JNtrsl 


rr9 94 ^09 1 


BLAST score 


177 


E value 


2.0e-13 


ixiatcn lengun 


DO 


% identity 


O / 


NCBI Description 


^Zil?/o4l±; neat SilOCK pxul_cxil liu nuiLiuxuy [ftiauiuupoio 




+- V\ —i n -? ^t">^1 
Lnallalla j 


Seq. No. 


Zx^ioZiD 


beq. iu 


T TP^I A 6-004-P1 -K1 -R1 9 

illDJlfU U VJ rt t X I\X OX^ 




BLASTX 


NCBI GI 


g2760326 


BLAST score 


244 


E value 


1.0e-20 


Match length 


131 


% identity 


41 - - 



29577 



NCBI Description (AC002130) F1N21.11 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212826 

LIB314 6-004-P1-K1-B6 

BLASTX 

g3335375 

339 

1.0e-36 

123 

72 

(AC003028) putative amidase [Arabidopsis thaliana] 
212827 

LIB3146-004-P1-K1-B9 

BLASTX 

gl408473 

441 

7.0e-44 

101 

81 

(U48939) actin depolymerizing factor 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212828 

LIB314 6-004-P1-K1-C1 

BLASTX 

gl708794 

301 

2.0e-27 

98 

60 

GTP-BINDING PROTEIN LEPA >gi_1122398_emb_CAA62842_ (X91655) 
lepA [Bacillus subtilis] >gi_1303804_dbj_BAA124 60_ (D84432) 
YqeQ [Bacillus subtilis] >gi_2634997_emb_CAB144 93_ (Z99117) 
GTP-binding protein [Bacillus subtilis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212829 

LIB3146-004-P1-K1-C12 

BLASTX 

g3924599 

177 

7.0e-13 

111 

40 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212830 

LIB3146-004-P1-K1-C6 

BLASTX 

g3319882 

654 

8.0e~69 

131 

97 

(AJ004960) 
arietinum] 



elongation factor 1-alpha (EFl-a) [Cicer 



29578 



(0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212831 

LIB314 6-004-P1-K1-C7 

BLASTX 

g4490297 

332 

4.0e-31 

115 

55 

(AL035678) putative protein [Arabidopsis thaliana] 
212832 

LIB3146-004-P1-K1-C9 

BLASTX 

gl351206 

568 

8.0e-59 

115 

93 

TRANS-CINNAMATE 4 -M0N00X YGENAS E (CINNAMIC ACID 

4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 

>gi__629663_pir S44169 trans -cinnaraate 4-monooxygenase (EC 

1.14.13.11) cytochrome P450 73 - Madagascar periwinkle 

>gi_2129922_pir S68204 trans-cinnamate 4-monooxygenase (EC 

1.14.13.11) - Madagascar periwinkle 

>gi_473229_emb_CAA83552_ (Z32563) cinnamate 4-hydroxylase 
(CYP73) [Catharanthus roseus] 

212833 

LIB3146-004-P1-K1-D1 

BLASTX 

gl732511 

421 

6.0e-46 
108 
81 

(U62742) Ran binding protein 1 
thaliana] 



homolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212834 

LIB3146-004-P1-K1-D12 

BLASTX 

gll5768 

504 

4.0e-51 

98 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_72743_pir CDKV chlorophyll a/b-binding 

protein precursor - cucumber (fragment) >gi_167523 (M16057) 
chlorophyll a/b-binding protein [Cucumis sativus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



212835 

LIB3146-004-P1-K1-D3 

BLASTX 

g3482918 

640 

4.0e-67 - 



29579 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



130 
92 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



212836 

LIB314 6-004-P1-K1-D6 

BLASTX 

g2708749 

274 

2.0e-24 

88 

57 

(AC003952) putative senescence-assoc, 
protein [Arabidopsis thaliana] 



rhodanese-like 



212837 

LIB3146-004-P1-K1-D7 

BLASTX 

g2495365 

491 

1.0e-49 

133 

74 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_445127__prf_ 
heat shock protein HSP81-2 [Arabidopsis thaliana] 



212838 

LIB3146-004-P1-K1-E1 

BLASTX 

gll73027 

452 

4.0e-45 

120 

74 

60S RIBOSOMAL PROTEIN L31 >gi_915313 (U23784) 
protein L31 [Nicotiana glutinosa] 



1908431B 



ribosomal 



212839 

LIB3146-004-P1-K1-E3 

BLASTX 

g2995990 

375 

4.0e-36 

117 

63 

(AF05374 6) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 

212840 

LIB3146-004-P1-K1-E5 

BLASTX 

g4490704 

344 

1.0e-32 

118 



29580 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

(AL035680) putative protein [Arabidopsis thaliana] 
212841 

LIB3146-004-P1-K1-E6 

BLASTX 

g3582333 

179 

5.0e-13 

98 

42 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
212842 

LIB3146-004-P1-K1-F10 

BLASTX 

g4557060 

466 

5.0e-49 

147 

74 

(AC007154) putative chromosome -associated polypeptide, 5* 
partial [Arabidopsis thaliana] 

212843 

LIB3146-004-P1-K1-F12 

BLASTX 

g4126399 

563 

4.0e-58 

137 

80 

(AB0117 94) chalcone isomerase [Citrus sinensis] 
212844 

LIB3146-004-P1-K1-F2 

BLASTX 

g559684 

582 

2.0e-60 

137 

82 

(L36097) aquaporin [Mesembryanthemum crystal linum] 
212845 

LIB314 6-004-P1-K1-F4 

BLASTX 

g3914024 

212 

6.0e-17 

61 

61 

(R) -MANDELONITRILE LYASE ISOFORM 2 PRECURSOR 
(HYDROXYNITRILE LYASE 2) ( (R) -OXYNITRILASE 2) >gi_2773274 
(AF040078) (R) -(+) -mandelonitrile lyase isoform MDL2 
precursor [Ptuiius serotina] >gi_2773276 (AF040079) 
(R) -(+) -mandelonitrile lyase isoform MDL2 precursor [Prunus 



29581 



serotina] 



Seer. No. 


212846 


Seq. ID 


LIB3146-004-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3668088 


RT.AST qrnrp 


295 


TT T7-a I 110 

X-t v CJ. -L U.~ 


1 Oe-26 


lid LUll ±ciiy Lll 


145 




41 


NPRT Hp<!rT"i nl"! nn 

INvDl L/C O O JL JL kJ L. XUil 


(AC004 667) G9a-like protein [Arabidopsis thaliana] 


Seq. No. 


212847 


Seq. ID 


LIB3146-004-P1-K1-F6 


Method 


BLASTX 


NPRT GT 


a2462754 




428 


J_i V al LLC 


3. Oe-42 




146 




62 




( APDD99 °)9 \ nnVnnwri nrnf pi n f Arabi dot")sis thalianal 




212848 
_i_ w t w 


Seq. ID 


LIB3146-004-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gll74162 


BLAST score 


648 


E value 


4.0e-68 


Match length 


126 


% identity 


90 


NCBI Description 


(U44976) ubiquitin-conjugating enzyme [Arabidopsis 



thaliana] >gi_3746915 (AF091106) E2 
ubiquit in-con jugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 


212849 


Seq. ID 


LIB3146-004-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4128197 


BLAST score 


184 


E value 


1.0e-13 


Match length 


68 


% identity 


46 


NCBI Description 


(U75273) acyl-CoA binding protein 


Seq. No. 


212850 


Seq. ID 


LIB3146-004-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3080398 


BLAST score 


179 


E value 


4.0e-13 


Match length 


47 


% identity 


40 


NCBI Description 


(AL022603) putative protein [Arab 


Seq. No. 


212851 


Seq. ID 


LIB3146-004-P1-K1-G9 


Method 


BLASTX 



[Arabidopsis thaliana] 



29582 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.^ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



gll70555 
347 

6. Oe-33 

114 

55 

MYOINOSITOL 4 -O-METHYLTRANS FERASE >gi_282822_pir S22696 

methyltransferase - common ice plant >gi_167262 (M87340) 
myo-inositol O-methyl transferase [Mesembryanthemum 
crystallinum] >gi_1488237 (U63634) inositol 
methyltransferase [Mesembryanthemum crystallinum] 

212852 

LIB3146-004-P1-K1-H1 

BLASTX 

g3386618 

216 

2.0e-17 

97 

51 

(AC004665) hypothetical protein [Arabidopsis thaliana] 
212853 

LIB3146-004-P1-K1-H11 

BLASTX 

g586145 

529 

3.0e-54 

116 

82 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN) (RISP) 
>gi_488848_emb_CAA55894_ (X79332) Rieske iron sulphur 
protein [Solanum tuberosum] 

212854 

LIB3146-004-P1-K1-H2 

BLASTX 

g282950 

144 

3.0e-09 

48 

50 

protein 108 precursor - tomato >gi_19152_emb_CAA7 8 4 66_ 
(Z14088) 108 protein [Lycopersicon esculentum] 

212855 

LIB3146-004-P1-K1-H6 

BLASTX 

g3695021 

364 

4.0e-35 

91 

77 

(AF055849) hypothetical protein [Arabidopsis thaliana] 
212856 

LIB3146-004-P1-K1-H7 



29583 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455174 

303 

1.0e-27 

95 

65 

(AL035521) 



putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212857 

LIB3146-004-P1-K1-H9 

BLASTX 

g4335750 

181 

2.0e-13 

52 

56 

(AC006284) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 


212858 


Seq. ID 


LIB3146-005-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl00481 


BLAST score 


247 


E value 


5.0e-21 


Match length 


69 


% identity 


67 


NCBI Description 


fill protein - garden 


Seq. No. 


212859 


Seq. ID 


LIB3146-005-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2262172 


BLAST score 


170 


E value 


4.0e-12 


Match length 


121 


% identity 


38 


NCBI Description 


(AC002329) predicted ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



[Arabidopsis thaliana] 
212860 

LIB3146-005-Q1-K1-A5 

BLASTX 

gl800281 

613 

5.0e-64 

125 
22 

(U82086) polyubiquitin [Fragaria x ananassa] 
212861 

LIB3146-005-Q1-K1-A6 

BLASTX 

g3885884 

169 

6.0e-12 
56 



29584 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



59 

(AF093630) 



60S ribosomal protein L21 [Oryza sativa] 



212862 

LIB3146-005-Q1-K1-B12 

BLASTX 

g2980788 

229 

6.0e-19 

122 
50 

(AL022197) putative protein [Arabidopsis thaliana] 
212863 

LIB3146-005-Q1-K1-B2 

BLASTX 

g477280 

272 

5.0e-24 

63 

76 

mitochondrial processing peptidase (EC 3.4.99.41) 55K 
protein precursor - potato >gi__410633_bbs_136740 cytochrome 
c reductase-processing peptidase subunit I, MPP subunit I, 
P55 [potatoes , var. Marfona, tuber, Peptide Mitochondrial, 
534 aa] 



Seq. No. 


212864 


Seq. ID 


LIB314 6-005-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4539345 


BLAST score 


4 63 


E value 


2.0e-46 


Match length 


124 


% identity 


73 


NCBI Description 


(AL035539) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


212865 


Seq. ID 


LIB3146-005-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3763916 


BLAST score 


333 


E value 


4.0e-31 


Match length 


106 


% identity 


61 


NCBI Description 


(AC004450) unknown protein [Arabidopsis thaliana] 




>gi_4 53 1 4 3 9_gb_AAD22 124 . 1_AC0 0622 4_6 ( ACO 0 62 2 4 ) unknown 




protein [Arabidopsis thaliana] 


Seq. No. 


212866 


Seq. ID 


LIB3146-005-Q1-K1-B6 


Method 


BLASTN 


NCBI GI 


g2224750 


BLAST score 


35 


E value 


4.0e-10 


Match length 


51 


% identity 


92 



29585 



NCBI Description Arabidopsis thaliana mRNA for ribosomal protein S6 



Seq. No. 


212867 


Seq. ID 


LIB314 6-005-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3746069 


BLAST score 


180 


Fl valne 

XJ V dXUu 


3 . Oe-13 


Matr*h 1 pnerthi 


122 


% identity 


34 


NPRT Dp^rri Dfi on 


fAP00SS*l*M nntst "i vp reverse fransrriDtasp fArabid 




f-Vi a 1 n ana ] 

lid .X. XQllu J 


Seq. No. 


212868 


Seq. ID 


LIB3146-005-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


al209703 


BLAST qporp 


459 


E VSlllP 

XJ V UX 


6 Oe-46 


Match lenath 


121 


i Hpnt* i 1" w 

0 1UC11L1 L. y 




NTPRT Df^cjr'T'i Fit" "i ori 


^ V/^U J/ / ILLCL-L. a*y? ^-4 -1 L IIUIUVX w |_ .TaX. C3. X> _L O _l_ £3 L. 11GL X. J_ ullCl J 


Sea. No. 


212869 


Seq. ID 


LIB314 6-005-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2129927 


BLAST score 


302 


E value 


6.0e-45 


Match length 


108 


% identity 


83 


NCBI Description 


zeta-carotene desaturase precursor - pepper 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1176437_bbs_171885 zeta-carotene desaturase, 
CapZDS=phytoene desaturase homolog [Capsicum annuum, early 
ripening fruit, Peptide, 588 aa] 

212870 

LIB3146-005-Q1-K1-C3 

BLASTX 

g2961358 

217 

1.0e-17 

50 

84 

(AL022140) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 

212871 

LIB3146-005-Q1-K1-C4 

BLASTN 

gl67358 

37 

2.0e-ll 

61 

90 

Cotton 2S albumin storage protein (Mat5-A) gene, complete 
cds 



29586 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212872 

LIB3146-005-Q1-K1-C5 

BLASTX 

g3355490 

229 

6.0e-19 

104 

49 

(AC004218) putative dolichyl -phosphate 
beta-glucosyltransf erase [Arabidopsis thaliana] 

212873 

LIB314 6-005-Q1-K1-C6 

BLASTX 

g3738320 

281 

3.0e-30 

102 

72 

(AC005170) putative cinnamoyl CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



212874 

LIB314 6-005-Q1-K1-C7 

BLASTX 

g3393062 

358 

5.0e-34 

136 

51 

(Y17386) putative In2.1 protein [Triticum aestivum] 
212875 

LIB3146-005-Q1-K1-C9 

BLASTN 

gl019945 

281 

1.0e-157 

336 

96 

Gossypium hirsutum ascorbate peroxidase mRNA, complete cds 
212876 

LIB3146-005-Q1-K1-D1 

BLASTX 

g2880043 

306 

5.0e-28 

115 

50 

(AC00234 0) putative 3-hydroxyisobutyryl- coenzyme A 
hydrolase [Arabidopsis thaliana] 

212877 

LIB3146-005-Q1-K1-D12 
BLASTX 



29587 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4490317 
191 

2.0e-14 

100 

39 

(AL035678) 



putative protein [Arabidopsis thaliana] 



212878 

LIB3146-005-Q1-K1-D4 

BLASTX 

g3702641 

187 

5.0e-14 

79 

42 

(AL031825) similar to human 75k autoantigen 
[Schizosaccharomyces pombe] 

212879 

LIB3146-005-Q1-K1-D5 

BLASTX 

g3043428 

498 

2.0e-50 

105 

95 

(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 
212880 

LIB3146-005-Q1-K1-D7 

BLASTX 

g4455207 

440 

9.0e-44 

95 

91 

(AL035440) ubi qui tin- like protein [Arabidopsis thaliana] 
212881 

LIB3146-005-Q1-K1-E2 

BLASTX 

g!23656 

415 

6.0e-41 

107 

79 

CHLOROPLAST ENVELOPE MEMBRANE 70 KD HEAT SHOCK- RELATED 

PROTEIN >gi_285407_pir A42582 heat shock protein SCE70 - 

spinach >gi_21338_emb_CAA43711_ (X61491) 70 kDa heat shock 
protein [Spinacia oleracea] 

212882 

LIB3146-005-Q1-K1-E5 

BLASTX 

g2244926 

154 

4.0e-10 



29588 




Match length 84 

% identity 38 

NCBI Description (Z97339) glutaredoxin [Arabidopsis thaliana] 

Seq. No. 212883 

Seq. ID LIB3146-005-Q1-K1-E6 

Method BLASTX 

NCBI GI g2062167 

BLAST score 294 

E value 1.0e-26 

Match length 120 

% identity 45 

NCBI Description (AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212884 

LIB3146-005-Q1-K1-E7 

BLASTX 

g2584806 

433 

7.0e-43 

96 

81 

(Y15253) phospholipase 



C [Pisum sativum] 



212885 

LIB3146-005-Q1-K1-F1 

BLASTX 

g3915169 

153 

3.0e-10 

76 
38 

PROBABLE TRNA ( GUANOS INE-2 1 -0- } -METHYLTRANSFERASE (TRNA 
[GM18] METHYLTRANSFERASE) >gi_2983982 (AE000749) rRNA 
methylase SpoU [Aquifex aeolicus] 



Seq. No. 


212886 


Seq. ID 


LIB3146-005-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3962377 


BLAST score 


522 


E value 


2.0e-53 


Match length 


121 


% identity 


85 


NCBI Description 


(AJ002551) heat shock prot 


Seq. No. 


212887 


Seq. ID 


LIB314 6-005-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g543905 


BLAST score 


306 


E value 


5.0e-28 


Match length 


85 


% identity 


66 


NCBI Description 


BRASS INOSTEROID-REGULATED 



brassinosteroid-regulated protein [Glycine max] 



295&9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212888 

LIB3146-005-Q1-K1-F5 

BLASTX 

gll03318 

447 

2.0e-44 

137 
60 

(X78818) casein kinase I [Arabidopsis thaliana] 
>gi_2244791_emb_CAB10213.1_ (Z97336) casein kinase I 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212889 

LIB3146-005-Q1-K1-F8 

BLASTX 

g3202042 

243 

1.0e-20 

82 
60 

(AF069324) 26S proteasome regulatory subunit S5A 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212890 

LIB3146-005-Q1-K1-G1 

BLASTX 

g2462748 

156 

1.0e-10 

31 
94 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212891 

LIB3146-005-Q1-K1-G11 

BLASTX 

g511497 

675 

3.0e-71 

136 

88 

(L20978) oleoyl-acyl carrier protein thioesterase 
[Coriandrum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212892 

LIB3146-005-Q1-K1-G4 

BLASTX 

g3128168 

456 

1.0e-45 

118 

65 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 



29590 
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a3334346 


BLAST score 


212 


E value 


6.0e-17 


Match length 


43 


% identity 


98 


NCBI Description 


PROTEIN TRANSLATION 



putative salt-inducible protein [Arabidopsis 



FACTOR SUI1 H0MOL0G 
>gi_2852445_dbj_BAA24697_ (AB003378) SUI1 homolog [Salix 
bakko] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212897 

LIB3146-005-Q1-K1-H3 

BLASTX 

g3128192 

490 

1.0e-4 9 

109 

80 

(AC004521) axi 1-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



212898 

LIB3146-005-Q1-K1-H5 
BLASTX 



29591 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4097915 
170 

4.0e-12 

127 

33 

(U72147) unknown [Anabaena sp. 



CA] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



212899 

LIB3146-005-Q1-K1-H6 

BLASTX 

g3915083 

629 

6.0e-66 

122 

98 

TUBULIN BETA CHAIN >gi_1403143_emb_CAA67056_ (X98406) 
beta-tubulin [Cicer arietinum] 

212900 

LIB3146-006-Q1-K1-A5 

BLASTX 

g!314712 

557 

2.0e-57 

130 

83 

(U54 615) calcium-dependent protein kinase [Arabidopsis 
thaliana] 

212901 

LIB314 6-006-Q1-K1-A6 

BLASTX 

g4508073 

322 

5.0e-30 

103 

62 

(AC005882) 43220 [Arabidopsis thaliana] 
212902 

LIB3146-006-Q1-K1-A8 

BLASTX 

g3122671 

578 

6.0e-60 

123 

83 

HYPOTHETICAL RAE1-LIKE PROTEIN >gi_2129676_pir S71241 

probable export protein - Arabidopsis thaliana >gi_1297188 

(U53501) Theoretical protein with similarity to Swiss-Prot 
Accession Number P41838 poly A+ RNA export protein 

[Arabidopsis thaliana] 

212903 

LIB314 6-006-Q1-K1-A9 

BLASTX 

gl931655 



29592 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



484 

7.0e-49 

122 

75 

(U95973) receptor-kinase isolog [Arabidopsis thaliana] 
212904 

LIB3146-006-Q1-K1-B11 

BLASTX 

gll70714 

67 0 

1.0e-70 

128 

94 

SHAGGY RELATED PROTEIN KINASE ASK- GAMMA 

>gi_541850_pir S41597 protein kinase ASK-gamma (EC 

2.7.1.-) - Arabidopsis thaliana >gi__456509_emb_CAA53180_ 
(X75431) ASK-gamma (Arabidopsis shaggy-related kinase) 
[Arabidopsis thaliana] >gi_2059329_emb_CAA73247_ (Y12710) 
shaggy-like kinase gamma [Arabidopsis thaliana] 

212905 

LIB3146-006-Q1-K1-B12 

BLASTX 

g3193316 

555 

3.0e-57 

129 

82 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



212906 

LIB314 6-006-Q1-K1-B3 

BLASTX 

g462195 

323 

6.0e-30 

73 

88 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

212907 

LIB3146-006-Q1-K1-B7 

BLASTX 

g4103963 

292 

2.0e-26 

57 

100 

(AF030035) calmodulin [Phaseolus vulgaris] 



Seq. No. 



212908 



29593 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-006-Q1-K1-C1 

BLASTX 

g3928097 

166 

1.0e-ll 

102 
41 

(AC005770) 
thaliana] 



unknown protein, 5 ! partial [Arabidopsis 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212909 

LIB3146-006-Q1-K1-C3 

BLASTX 

gl362086 

651 

2.0e-68 

143 

87 

5-methyltetrahydropteroyltriglutaraate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

212910 

LIB3146-006-Q1-K1-C6 

BLASTX 

g2822483 

554 

4.0e-57 

135 

81 

(AF039709) 14-3-3 protein homolog [Maackia amurensis] 
212911 

LIB3146-006-Q1-K1-C7 

BLASTX 

g4138583 

360 

2.0e-34 

97 

74 

(Y10821) plastidic ATP/ADP-transporter [Solanum tuberosum] 
212912 

LIB3146-006-Q1-K1-C9 

BLASTX 

gl946358 

522 

3.0e-53 

114 

76 

(U93215) unknown protein [Arabidopsis thaliana] 



Seq. No. 



212913 



29594 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-006-Q1-K1-D1 

BLASTX 

gl345785 

701 

3.0e-74 

141 

94 

CHALCONE SYNTHASE 1 { NARINGENIN-CHALCONE SYNTHASE 1) 
>gi_567 935_dbj_BAA05640_ (D26593) chalcone synthase 
[Camellia sinensis] 

212914 

LIB3146-006-Q1-K1-D11 

BLASTX 

g3688600 

376 

4.0e-36 

95 

74 

(AB009030) beta-Amyrin Synthase [Panax ginseng] 
212915 

LIB3146-006-Q1-K1-D2 

BLASTX 

g3287695 

492 

1.0e-4 9 

150 

63 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 

212916 

LIB3146-006-Q1-K1-D3 

BLASTX 

g4432867 

176 

1.0e-12 

98 
35 

(AC006300) putative dnaJ-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



212917 

LIB3146-006-Q1-K1-D4 

BLASTX 

gll61167 

303 

1.0e-27 

96 

54 

(L42466) ethylene- forming enzyme [Picea glauca] 
212918 

LIB3146-006-Q1-K1-D5 
BLASTX 



29595 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g2780194 
461 

4.0e-46 

94 

56 

(AJ003197) 



adenine nucleotide translocator [Lupinus albus] 



212919 

LIB314 6-006-Q1-K1-D7 

BLASTX 

g2618721 

496 

3.0e-50 

126 
75 

(U49072) IAA16 [Arabidopsis thaliana] 
212920 

LIB3146-006-Q1-K1-D8 

BLASTX 

g3892059 

197 

4.0e-15 

146 
34 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

212921 

LIB3146-006-Q1-K1-E11 

BLASTX 

gl408471 

332 

3.0e-31 

71 

83 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

212922 

LIB314 6-006-Q1-K1-E12 

BLASTX 

g3914442 

441 

9.0e-44 

121 
71 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

212923 

LIB3146-006-Q1-K1-E2 

BLASTX 

g3850581 

436 



29596 



E value 
Match length 
% identity 
NCBI Description 



2.0e-43 

119 

68 

(AC005278) EST gb_N96383 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212924 

LIB3146-006-Q1-K1-E3 

BLASTX 

g2935450 

290 

4.0e-26 

58 

100 

(AF048824) histone H2B [Malus domestical 
212925 

LIB314 6-006-Q1-K1-E4 

BLASTX 

gl363492 

471 - 

2.0e-47 

127 

69 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi__576507 (L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720__ (X83767) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 



Seq. No. 


212926 


Seq. ID 


LIB3146-I 


Method 


BLASTX 


NCBI GI 


gll25691 


BLAST score 


388 


E value 


1.0e-37 


Match length 


112 


% identity 


66 


NCBI Description 


(X94301) 


Seq. No. 


212927 


Seq. ID 


LIB3146- 


Method 


BLASTX 


NCBI GI 


g4490342 


BLAST score 


424 


E value 


8.0e-42 


Match length 


122 


% identity 


75 


NCBI Description 


(AL03565 


Seq. No. 


212928 


Seq. ID 


LIB3146- 


Method 


BLASTN 


NCBI GI 


g2558961 


BLAST score 


54 


E value 


1.0e-21 


Match length 


105 


% identity 


92 



29597 



NCBI Description Gossypium hirsutum histone H2B1 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212929 

LIB314 6-006-Q1-K1-F12 

BLASTX 

g349379 

257 

2.0e-22 

106 

62 

(L22847) HAHB-1 [Helianthus annuus] 
212930 

LIB3146-006-Q1-K1-F2 

BLASTN 

g3738177 

45 

2.0e-16 

53 

19 

S.pombe chromosome II cosmid c337 
212931 

LIB3146-006-Q1-K1-F3 

BLASTX 

gl084321 

352 

2.0e-33 

118 

64 

protochlorophyllide reductase (EC 1.3.1.33) - cucumber 
>gi_2244 614_dbj_BAA21089_ (D50085) 

NADPH-protochlorophyllide oxidoreductase [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212932 

LIB314 6-006-Q1-K1-F7 

BLASTX 

g4106538 

390 

7.0e-38 
119 
66 

(AF104220) 
thaliana] 



gamma-tocopherol methyltransferase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



212933 

LIB3146-006-Q1-K1-G12 

BLASTX 

g4539394 

241 

2.0e-20 

79 

56 

(AL035526) putative protein [Arabidopsis thaliana] 
212934 

LIB314 6-006-Q1-K1-G3 



29598 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3912927 

155 

2.0e-10 

115 

11 

(AF001308) 



hypothetical protein [Arabidopsis thaliana] 



212935 

LIB3146-006-Q1-K1-G4 

BLASTX 

gl402888 

156 

2.0e-10 

66 
45 

(X98130) unknown [Arabidopsis thaliana] 
212936 

LIB3146-006-Q1-K1-G6 

BLASTX 

g3075394 

526 

1.0e-53 

146 

73 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

212937 

LIB3146-006-Q1-K1-H1 

BLASTX 

gl351983 

312 

1.0e-28 

85 

74 

ASPARAGINE SYNTHETASE (GLUTAMINE-HYDROLYZING) 1 
(GLUTAMINE- DEPENDENT ASPARAGINE SYNTHETASE 1) 

>gi_2147131_j>ir S57931 asparagine synthase 

(glutamine-hydrolysing) (EC 6.3.5.4} - Lotus japonicus 

>gi_2147133_pir S69182 asparagine synthase 

(glutamine-hydrolysing) (EC 6.3.5.4) 1 - Lotus japonicus 
>gi_897771_emb_CAA61589__ (X89409) asparagine synthase 
(glutamine-hydrolysing) [Lotus japonicus] 

212938 

LIB3146-006-Q1-K1-H11 

BLASTX 

g2191136 

372 

6.0e-36 

103 

66 

(AF007269) Similar to UTP-Glucose Glucosyltransferase; 
coded for by A. thaliana cDNA T46230; coded for by A. 



29599 



thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212939 

LIB3146-006-Q1-K1-H3 

BLASTX 

g3901014 

235 

1.0e-19 

55 
76 

(AJ130886) 
sylvatica] 



metallothionein-like protein class II [Fagus 



212940 

LIB3146-006-Q1-K1-H7 

BLASTX 

g2316016 

502 

5.0e-51 

127 
74 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 



212941 

LIB3146-006-Q1-K1-H8 

BLASTX 

g3335169 

565 

3.0e-58 

148 

67 

(AF067857) embryo- specific protein 1 
>gi_4455197_emb_CAB36520_ (AL035440) 



[Arabidopsis thaliana] 
embryo-specific 



protein 1 (ATS1) [Arabidopsis thaliana] 
212942 

LIB3146-006-Q1-K1-H9 

BLASTX 

gl20669 

528 

5.0e-54 

107 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 212943 

Seq. ID LIB3146-007-Q1-K1-A1 - 

Method BLASTX 

NCBI GI gl706958 

BLAST score 200 

E value 5.0e-16 

Match length 41 



29600 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



93 

(U58284) cellulose synthase [Gossypium hirsutum] 
212944 

LIB3146-007-Q1-K1-A10 

BLASTX 

g2829275 

400 

5.0e-39 

90 

82 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi_4539375_emb_CAB40069 . 1_ 
(AL049525) nucleoside diphosphate kinase 3 (ndpk3) 
[Arabidopsis thaliana] 

212945 

LIB3146-007-Q1-K1-A3 

BLASTX 

g464854 

231 

6.0e-21 

55 
92 

TUBULIN BETA CHAIN >gi_323075_pir S30514 tubulin beta 

chain - Naegleria gruberi >gi_9737_emb_CAA78362_ (Z13961) 
beta-tubulin [Naegleria gruberi] 

212946 

LIB314 6-007-Q1-K1-A4 

BLASTX 

g3319341 

211 

5.0e-17 

90 
48 

(AF077407) similar to Medicago sativa nucleic acid binding 
protein Alfin-1 (GB:L07291) [Arabidopsis thaliana] 

212947 

LIB314 6-007-Q1-K1-A5 

BLASTX 

g3687251 

263 

4.0e-23 

59 

81 

(AC005169) unknown protein [Arabidopsis thaliana] 
212948 

LIB3146-007-Q1-K1-A9 

BLASTX 

g2829275 

444 

4.0e-44 



29601 



Match length 

% identity 

NCBI Description 



90 
89 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi_4539375_emb_CAB40069 . 1_ 
(AL049525) nucleoside diphosphate kinase 3 (ndpk3) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212949 

LIB314 6-007-Q1-K1-B1 

BLASTX 

g3319882 

444 

2.0e-44 
90 
94 

(AJ004960) 
arietinum] 



elongation factor 1-alpha (EFl-a) [Cicer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212950 

LIB3146-007-Q1-K1-B3 

BLASTX 

g!293688 

303 

7.0e-28 

90 

64 

(U53827) 
(U53829) 



STA1-2 [Silene latifolia ssp. alba] >gi_1293692 
STA1-18 [Silene latifolia ssp. alba] 



Seq. No. 


212951 


Seq. ID 


LIB3146-007-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2317906 


BLAST score 


204 


E value 


3.0e-16 


Match length 


40 


% identity 


97 


NCBI Description 


(U89959) ARA-5 [Arabidopsis thai 


Seq. No. 


212952 


Seq. ID 


LIB3146-007-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


313 


E value 


5.0e-29 


Match length 


87 


% identity 


71 


NCBI Description 


(AC003000) hypothetical protein 


Seq. No. 


212953 


Seq. ID 


LIB314 6-007-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3386604 


BLAST score 


240 


E value 


2.0e-20 



29602 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 
53 

(AC004665) putative protein kinase [Arabidopsis thaliana] 
212954 

LIB314 6-007-Q1-K1-C6 

BLASTX 

g421929 

163 

2.0e-ll 
85 
7 

ubiquitin - tomato >gi 312160 emb CAA51679_ (X73156) 
ubiquitin 



- tomato >gi_312160_emb_CAA51679_ 
[Lycopersicon esculentum] 



Seq. No. 


212955 


Seq. ID 


LIB3146-007-Q1-K1-C8 


Method 


DT 7\ OTV 


NCBI GI 


_o o a c: t on 
gZAQDlZ ( 


BLAST score 




E value 




Match length 


78 


% identity 




NCBI Description 


[Ziy/J44j nypouneuicai protein LfiraDiaopsis Lnaiianaj 


Seq. No. 


zi^yoo 


Seq. ID 


LIB3146-007-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gzoooo / 1 


BLAST score 


0 /- £ 


E value 


3 . Oe-35 


Match length 


QO 


% identity 


11. 


NCBI Description 


(AC000098) Strong similarity to Arabidopsis peroxidase 




a TDfDAYl TA t rrK YQQ^OI \ r7\yo'h-i Hz-M^e-i <a fhal n anal *S>-rfl O 7 ^ P ' 




^uy/oo4t; peroxidase precursor L/ii;a.jL>i(jiupois> uiidxjLdiicij 


Seq. No. 


212957 


Seq. ID 


LIB3146-007-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3850585 


BLAST score 


306 


E value 


6.0e-28 


Match length 


125 


% identity 


53 


NCBI Description 


(AC005278) ESTs gb_H36966, gb_R65511, gb_T42324 and 




gb_T20569 come from this gene. [Arabidopsis thaliana] 


Seq. No. 


212958 


Seq. ID 


LIB3146-007-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2245127 


BLAST score 


217 


E value 


9.0e-18 


Match length 


78 


% identity 


55 


NCBI Description 


(Z97344) hypothetical protein [Arabidopsis thaliana] 



29603 



Seq. No. 


212959 


Seq. ID 


LIB3146-007-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3219769 


BLAST score 


149 


E value 


5.0e-10 


Match length 


77 


% identity 


38 


NCBI Description 


ACT IN 42 >gi 1498380 


Seq. No. 


212960 


Seq. ID 


LIB3146-007-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl053047 


BLAST score 


447 


E value 


9.0e-45 


Match length 


91 


% identity 


98 


NCBI DescriDtion 


(U38425) histone H3 




histone H3 [Glycine i 




[Glycine max] 


Seq. No. 


212961 


Seq. ID 


LIB3146-007-Q1-K1-D6 


Method 


BLASTN 


NCBI GI 


g2104680 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


67 


% identity 


96 


NCBI Description 


V. f aba mRNA for put a 


Seq. No. 


212962 


Seq. ID 


LIB3146-007-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2760330 


BLAST score 


303 


E value 


7.0e-28 


Match length 


84 


% identity 


69 


NCBI Description 


(AC002130) F1N21.15 



(U60488) actin [Solanum tuberosum] 



>gi_1053051 (U38427) histone H3 



(1556bp) 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212963 

LIB3146-007-Q1-K1-D8 

BLASTX 

gl710587 

227 

6.0e-19 

86 

53 

60S ACIDIC RIBOSOMAL 
ribosomal protein P0 



PROTEIN P0 >gi_ 
[Glycine max] 



1196897 (L46848) acidic 



Seq. No. 
Seq. ID 
Method 



212964 

LIB3146-007-Q1-K1-E11 
BLASTX 



29604 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl351408 
259 

1.0e-27 

83 
76 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi_107 6563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 



dorr Mrs 


91 ?Qfi c i 


Q prr TV) 


T.TFni 46-007-01 -K1 -F.9 


Method 


BLASTX 


NCBI GI 


gl332579 


oiiAoi score 




E value 


i . ue— 4io 


Match length 


i m 
1U1 




i n 


NCBI Description 


(AyoUooj poiyuDiquitin [finus syivestns 


oeq. wo . 


91 OQC^ 


c Drr xn 

OclJ. If 


T TR?1 46-007— HI -K1 -F4 


Mot" Vi r~\r^ 


RT A^TY 
D J_r rio J. £\ 


NCBI GI 


g2894600 


BLAST score 


345 


E value 


9.0e-33 


Match length 


89 


% identity 


70 


NCBI Description 


(AL021889) putative protein [Arabidopsis 


Seq. No. 


212967 


Seq. ID 


LIB3146-007-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g625547 


BLAST score 


475 


E value 


6.0e-48 


Match length 


107 


% identity 


86 


NCBI Description 


chlorophyll a/b-binding protein type I - 



>gi_493723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212968 

LIB3146-007-Q1-K1-G1 

BLASTX 

g3335355 

429 

1.0e-42 

88 

25 

(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 



29605 



Sea. No. 


212969 


Seq. ID 


LIB3146-007-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2618701 




213 


T? TT3 1 lip 


3.0e-17 


l/lciLOil icily Lil 


o o 


% identitv 


49 




(AC002510} hvnothetical 

^^i\j> \j \j i- »j J. \j j jf r'' unci. j-v^Ui j. 


Qpa No 


212970 




LIB314 6-007-O1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3334115 


BLAST score 


410 


E value 


2.0e-40 


Match length 


90 


% identity 


86 


NCBI Description 


ADP, ATP CARRIER PROTEIN 



1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212971 

LIB3146-007-Q1-K1-G5 

BLASTX 

g4455318 

144 

7.0e-20 

72 

74 

(AL035528) glycine hydroxymethyltransf erase-like protein 
[Arabidopsis thaliana] 



212972 

LIB3146-007-Q1-K1-G7 

BLASTX 

gl477428 

473 

8.0e-48 

90 

97 

(X99623) alpha-tubulin 



1 [Horde urn vulgare] 



212973 

LIB3146-007-Q1-K1-H1 

BLASTX 

g2129929 

498 

1.0e-50 

101 
92 

DNA-directed RNA polymerase (EC 2.7.7.6) II chain RPB2 - 
tomato >gi_1049068 (U28403) RNA polymerase II subunit 2 
[Solanum lycopersicum] 



29606 



Seq. No. 


9 1 9 Q7 A 
Z 1Z / *t 


dart t n 
beq. iu 


T,TR^14 6-007-Ol-Kl-H4 


Method 


JDlxriO 1 A 


NCBI GI 


g4204265 


BLAST score 


243 


E value 


o . ue z± 


Matcn lengtn 


Q C. 


% identity 


jj 


NCBI Description 


iT\CC\C\^OO r K\ 4^64*3 TArabidoosis 


Seq. No* 


91 9 Q7 ^ 
Z ±Z :? / O 


beq. iu 


T TM1 4 6-007-O1-K1-H5 


Method 


DT 71 QTV 


NCBI GI 


g4099131 


BLAST score 


203 


E value 


4 . ue 1 0 


Matcn lengtn 


7 R 


% identity 


n: i 


NObi uescripLion 


^^P7Q^9^ m-l fnfi p phprknoint c 

\UO y ILL J_ L. 1 — Lb UiiCVrfrk.^uxiiu 


Seq. No. 


9 1 OQ7C 

z izy / d 


Seq. ID 


T TR^1 46-nna-oi -K1 -Al 


Method 


£5J_ifio I IN 


INUJ31 bl 




BLAST score 


51 


E value 


9.0e-20 


Match length 


119 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomic 



DNA, chromosome 5, PI clone: 



MQL5, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212977 

LIB3146-008-Q1-K1-A3 

BLASTX 

g4204912 

486 

3.0e-49 

109 

83 

(U58918) MEK kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



212978 

LIB314 6-008-Q1-K1-A4 

BLASTX 

g2062167 

183 

1.0e-13 

83 
47 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



212979 

LIB3146-008-Q1-K1-A7 

BLASTX 

g3264769 

297 



29607 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



6.0e-27 

74 

73 

(AF071894) late embryogenesis-like protein [Prunus 
armeniaca] 

212980 

LIB3146-008-Q1-K1-A8 

BLASTX 

g3901014 

223 

3.0e-18 

55 

75 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

212981 

LIB314 6-008-Q1-K1-A9 

BLASTX 

g3126969 

165 

2.0e-ll 

82 

46 

(AF061808) chalcone isomerase [Elaeagnus umbellata] 
212982 

LIB3146-008-Q1-K1-B1 

BLASTX 

g2583123 

514 

2.0e-52 

128 

77 

(AC002387) putative nucleotide sugar epimerase [Arabidopsis 
thaliana] 

212983 

LIB3146-008-Q1-K1-B2 

BLASTX 

gl771160 

257 

8.0e-23 

61 

80 

(X98929) SBT1 [Lycopersicon esculentum] 
>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

212984 

LIB314 6-008-Q1-K1-B4 

BLASTX 

gl24224 

585 

1.0e-60 
115 



29608 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



95 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



212985 

LIB3146-008-Q1-K1-B5 

BLASTX 

gl24224 

316 

1.0e-29 

85 

82 

INITIATION FACTOR 5A-1 
>gi_100345_pir S21060 



(EIF-5A) (EIF-4D) 

translation initiation factor eIF~5A 

common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



212986 

LIB314 6-008-Q1-K1-B7 

BLASTX 

g3264769 

587 

6.0e-61 

134 

80 

(AF071894) late embryogene sis -like protein [Prunus 
armeniaca] 

212987 

LIB3146-008-Q1-K1-C11 

BLASTN 

gl8502 

38 

5.0e-12 

138 

83 

G.hirsutum Lea5 gene for late embryogenesis abundant 
protein 

212988 

LIB3146-008-Q1-K1-C2 

BLASTN 

g437326 

282 

1.0e-157 

329 
98 

Cotton DNA-binding domain mRNA 
212989 

LIB3146-008-Q1-K1-C3 

BLASTX 

g4107099 

462 

3.0e-46 



29609 



Match length 



129 



% identity 


64 


NCBI Description 


(AB015141) AHP1 [Arabidopsis thaliana] 




>gi 4156245_dbj_BAA37112_ (AB012570) ATHP3 [Arabidopsis 




thaliana] 


Seq. No. 


212990 


Seq. ID 


LIB3146-008-Q1-K1-C4 


Method. 


BLASTX 


NCBI GI 


g4193382 


BLAST score 


249 


E value 


7.0e-22 


Match length 


55 


% identity 


85 


NCBI Description 


(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 




>gi 4193384 (AF083337) ribosomal protein S27 [Arabidopsis 




thaliana] 


Seq. No. 


212991 


Seq. ID 


LIB3146-008-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4102861 


BLAST score 


564 


F. V3 1 IIP 

J—J V _1_ *wi- Vw* 


3.0e-58 


M^tph 1 pnrrth 

LMCL L> 11 Idly Lll 


115 




90 


NCBI Description 


(AF016893) copper/ zinc-superoxide dismutase [Populus 




L, J- CIIIU. J_ \J J- O J 


Seq. No. 


212992 


Seq. ID 


LIB3146-008-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2245069 


BLAST score 


430 


F v Pl 1 ii p 

i_ i v axuc 


1. Oe-42 


Ma "t~ r 1 Vi 1 *=»*n rr"t~ Vi 


114 

-I — Li 


?; 1 dpnf it V 


67 


NPRT npsr*T*i nt" i nn 

L 1 * i_> -L i-J *3 k_> ^ J_ _1_ L^r l_ _1_ W 1 X 


(Z97342) hvDothetical orotein fArabidoosis thaliana] 


Seq. No. 


212993 


Seq. ID 


LIB3146-008-Q1-K1-D4 


L 1C 1—11 Vw/ \JL 


BLASTX 


NCBI GI 

X t| \^ X_J ,X, Vj -1- 


a/2499611 


BLAST score 


443 


F valtip 

J-J V d.-L.t_l^ 


3.0e-44 


Match length 


93 


% identity 


91 


NCRT Dpcpri nt "i on 

X\ _l_ L> ^3 O w J_ .X. k> -U- X X 


MITOGEN-ACTIVATED PROTEIN KINASE H0M0L0G 7 (MAP KINASE 7) 




(ATMPK7) >gi 629548 pir S40473 mitogen-activated protein 




kinase 7 (EC 2.7.1.—) — Arabidopsis thaliana 




>gi_457406_dbj_BAA04870_ (D21843) MAP kinase [Arabidopsis 




thaliana] 


Seq. No. 


212994 


Seq. ID 


LIB3146-008-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3757520 



29610 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



256 

4.0e-22 

132 

48 

(AC005167) 



unknown protein [Arabidopsis thaliana] 



212995 

LIB3146-008-Q1-K1-E1 

BLASTX 

g2467274 

315 

5.0e-29 

108 

63 

(Z 9975 9) rna binding protein [Schizosaccharomyces pombe] 
212996 

LIB314 6-008-Q1-K1-E12 

BLASTX 

g!103712 

496 

2.0e-50 

114 

92 

(X83729) inorganic pyrophosphatase [Nicotiana tabacum] 
212997 

LIB314 6-008-Q1-K1-E3 

BLASTN 

g3869074 

56 

8.0e-23 

88 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMI9, complete sequence [Arabidopsis thaliana] 

212998 

LIB3146-008-Q1-K1-E9 

BLASTX 

g266944 

410 

2.0e-40 

89 

87 

60S RIBOSOMAL PROTEIN L2 (L8) (RIBOSOMAL PROTEIN TL2) 

>gi_71078_pir R5TOL8 ribosomal protein L8, cytosolic - 

tomato >gi__19343_emb_CAA45863__ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 

212999 

LIB314 6-008-Q1-K1-F1 

BLASTX 

gl928981 

556 

2.0e-57 
128 



29611 



% identity 

NCBI Description 



60 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 


213000 


O . XL/ 


LIB3146-008-Q1-K1-F12 


JXie LXlULl 




VfpDT (IT 


al076274 




350 


17 tt^ 1 no 

Hi Vd-LLLC 


3 Oe-33 


Ma +■ r^Vi 1 pnrrth 
rid iciiy uii 


104 


% -i ripnl - "i t v 

O -X. VhIv^ li i« -l. y 


61 




cucumisin (EC 3.4.21.25) precursor - muskmelon (fragment 


Seq. No. 


213001 




LIB3146-008-O1-K1-F2 




BLASTX 


NL/Dl Vjx 




Oi-LTikJ J. 0">— WXC 


279 


Hj Value 






79 




76 

/ w 


wldi uescripuxon 


/a.T99977 h-wr-io-hh^-h i 1 nmtpin [Hordeum. vulcrarel 


Seq. No. 


213002 


Seq. ID 


LIB314 6- 0 0 8 -Ql -Kl - F3 


Fiennoa 






nd S4 ^9 69 


bLiAoi score 


9^Q 


TJ 1 iral no 
£j Value 


4 Op-20 

" • wC Z. w 




44 


15 lUcilLlLy 


i no 

X \J \J 


NCBI Description 


(AF118230) metallothionein-like protein [Gossypium 




hirsutum] 


Seq. No. 


213003 


Seq. ID 


LIB3146-008-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3915847 


BLAST score 


393 


E value 


3.0e-38 


Match length 


85 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

213004 

LIB3146-008-Q1-K1-F7 
BLASTN 

g899609 * 
38 

6.0e-12 

82 
87 

Zea mays acidic ribosomal protein P2 (RPA-2A1) mRNA, 
complete cds 



29612 



oeq. no. 






T.TR^I 4 6-008-O1-K1-G1 






NCBI GI 


g4455208 


BLAST score 


410 


E value 


q Oo-d n 


TijT -a -f- «—< Vi "I rtt^i <— * 4- V-> 

FJaLCU -Loliyi-il 


_? o 


% identity 


o U 




f AT.f) "3 R 4 4 fl ^ nnt^1"H7P nrntpi n r ATabii doosi 


Seq. No. 


ZIjUUO 


oeq. ■Li*' 


T TR^1 4 6-008-01 -K1 -Gfi 

iilDJll U UUO yl l\-L 


t.no a 




NCBI GT 


al352821 


BLAST score 


172 


E value 


3.0e-12 


Match length 


32 


% identity 


100 


NCBI Description 


RIBUL0SE BISPH0SPHATE CARBOXYLASE SMALL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

213007 

LIB314 6-008-Q1-K1-G7 

BLASTX 

gl899175 

533 

1.0e-54 

125 
82 

(U90262) calcium-dependent calmodulin-independent protein 
kinase CDPK [Cucurbita pepo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213008 

LIB3146-008-Q1-K1-H1 

BLASTX 

g2129552 

583 

2.0e-60 

132 

88 

calcium- dependent protein kinase 19 
( fragment) 



- Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213009 

LIB314 6-008-Q1-K1-H3 

BLASTX 

g2829275 

491 

1.0e-49 

99 
89 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
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301,12) [Arabidopsis thaliana] >gi_4539375__emb_CAB40069 . 1_ 
(AL049525) nucleoside diphosphate kinase 3 (ndpk3) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213010 

LIB3146-008-Q1-K1-H4 

BLASTX 

g2130017 

304 

7.0e-28 

69 

78 

hypothetical protein - common sunflower 

>gi_1040729_emb_CAA60621_ (X87143) cytochrome b5 containing 
fusion protein [Helianthus annuus] 



Seq. No. 


213011 


Seq. ID 


LIB3146-009-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4467159 


BLAST score 


382 


E value 


5.0e-37 


Match length 


104 


% identity 


65 


NCBI Description 


(AL035540) hypothetical protei 


Seq. No. 


213012 


Seq. ID 


LIB3146-009-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl730109 


BLAST score 


468 


E value 


7.0e-50 


Match length 


124 


% identity 


72 


NCBI Description 


LEUCOANTHOCYANI DIN DIOXYGENASE 



( LDOX) ( LEUCOANTHOCYANI DIN 
HYDROXYLASE) >gi_4 9902 2_emb_CAA5 358 0_ (X75966) 
leucoanthocyanidin dioxygenase [Vitis vinifera] 



Seq. No. 


213013 


Seq. ID 


LIB3146-009-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3269284 


BLAST score 


381 


E value 


9.0e-37 


Match length 


126 


% identity 


63 


NCBI Description 


(AL030978) histone H2A- 


Seq. No. 


213014 


Seq. ID 


LIB3146-009-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl906830 


BLAST score 


587 


E value 


7.0e-61 


Match length 


141 


% identity 


82 


NCBI Description 


(Y11829) heat shock prot 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213015 

LIB314 6-009-Q1-K1-B4 

BLASTX 

g2136140 

424 

9.0e-42 

128 
61 

serine C-palmitoyltransf erase (EC 2.3.1.50) - human 
(fragment) >gi__1001945 (U15555) serine palmitoyltransferase 
[Homo sapiens] 



Seq. No. 


213016 






Seq. ID 


LIB3146-009-Q1- 


-K1-B7 




Method 


BLiAb IN 






NCBI GI 


g3821780 






BLAST score 


33 






E value 


d . ue — u y 






Match length 


37 






% identity 


97 






NCBI Description 


Xenopus laevis 


cDNA clone 




beq. no. 


213017 






Seq. ID 


LIB3146-009-Q1- 


-K1-C2 




Method 


BLASTN 






NCBI GI 


g3821780 






BLAST score 


36 






E value 


1.0e-10 






Match length 


36 






% identity 


100 






NCBI Description 


Xenopus laevis 


cDNA clone 


27A6-1 


Seq. No. 


213018 






Seq. ID 


LIB3146-009-Q1- 


-K1-C3 




Method 


BLASTX 






NCBI GI 


gl352821 






BLAST score 


620 






E value 


9.0e-65 






Match length 


140 






% identity 


83 






NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213019 

LIB3146-009-Q1-K1-C4 

BLASTX 

g4193388 

402 

3.0e-39 

87 

87 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 
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Seq. No. 


213020 


Seq. ID 


LIB314 6-009-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3212869 


BLAST score 


634 


E vain? 


2.0e-66 


Match lpncrth 


144 


% identity 


78 


NCRT Dp^rri nt i on 


(AC004005) unknown orotein [Arabidoosis thalianal 


Sea No 


213021 


Seq. ID 


LIB3146-009-Q1-K1-D2 


Met hr>H 


BLASTX 


NCBI GI 


g2429280 


BLAST score 


583 


E value 


2.0e-60 


Match length 


126 


% identitv 


85 


NPRT Dp^rri r>t"i on 


(AF014055) asparagine synthetase [Triphysaria versicolor] 




>ai 2429282 (AF014056} asioaraaine svnthetase l"Trir>hvsaria 




versicolor] >gi 2429284 (AF014057) asparagine synthetase 






Sea No 


213022 

Z_i J- w w 


Sea ID 


LIB3146-009-O1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl200205 


RT.A^T r* o "rp* 

OJjriij X SUUIC 


421 


x~t value 




TVTa "f - Vl 1 onrrt"h 

i.lCLL.V_sii XCllU Lll 


89 


8: i Hpnt 1 t v 


85 




J / J J j L/r\LJ 1 1 Li-i-li-Lll UJ.IL lua J UO J 


Spct Nr> 


213023 


Sea ID 


LIB314 6-009-O1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2815246 




225 


V ~\tz* 1 no 

Hi V CL _L LJ.C 


2 Oe-1 fi 


ria LL.il _LCLiyi_ii 






73 




\ z\ Z> *J l \J z? j v_>Xa.oo X L^ytjc ^ iLLCLaxiULiiiuncxii j, vj-lci aiic lxiiuiilj 


tj v5 ■ • 


213024 


Sea TD 


LIB314 6-009-O1-K1-E1 




RLASTX 


IN ^ O -L ui 




BLAST score 


233 


E value 


2.0e-19 


Match length 


88 


% identity 


50 


NCBI Description 


(AC001229) Similar to C. elegans hypothetical protein 




K07C5.6 (gb_Z71181). ESTs gb_H36844 , gb_AA394956 come from 




this gene. [Arabidopsis thaliana] 


Seq. No. 


213025 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-009-Q1-K1-E7 

BLASTX 

g3885334 

665 

4.0e-70 

138 
86 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213026 

LIB3146-009-Q1-K1-F3 

BLASTX 

g3236258 

381 

6.0e-37 

109 

66 

(AC004 684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213027 

LIB3146-009-Q1-K1-F7 

BLASTX 

g3980254 

528 

5.0e-54 
139 
70 

(AJ006053) 
thaliana] 



peroxisomal membrane protein [Arabidopsis 



Seq. No. 


213028 


Seq. ID 


LIB3146-009-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3063691 


BLAST score 


491 


E value 


1.0e-49 


Match length 


140 


% identity 


66 


NCBI Description 


(AL022537) putative prote 


Seq. No. 


213029 


Seq. ID 


LIB314 6-009-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4098129 


BLAST score 


621 


E value 


7.0e-65 


Match length 


140 


% identity 


85 


NCBI Description 


(U73588) sucrose synthase 


Seq. No. 


213030 


Seq. ID 


LIB314 6-009-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl350930 


BLAST score 


196 



[Gossypium hirsutum] 
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E value 


3.0e-15 


Match lencrth 


39 


§; H Hpnt i t" v 


97 


NCBI DescriDtion 


4 OS RIBOSOMAL PROTEIN S13 




213031 

^•1 JU JX 


Seq. ID 


LIB3146-010-Q1-K1-A12 




BLASTX 


NCBI GI 


gl698548 


BLAST score 


401 


F value 


3.0e-39 


Match lencrth 


104 


& i Hent 1 1 v 

o -x. *uiv^i j. i_ _i_ y 


76 


NCBI Description 


(U58971) calmodul in-binding protein [Nicotiana tabacum] 




213032 

-L_ O V -wJ 


Seq, ID 


LIB3146-010-Q1-K1-A4 


Mc*t hod 


BLASTX 


Mp-DT (IT 
LN^IjX OX 


rrl 22070 


T3T, Z\ c "P cpnrp 


201 


E value 


3.0e-16 


Match length 


40 


§: -i Honf it V 


97 


MPDT DoQpri *nT "i nn 


HTSTONE H3 >ai 82483 nir A25564 histone H3 - rice 




>gi 169793 {ML5664) histone 3 [Oryza sativa] >gi 94001E 




(\1?~^fifi&) hi qtonp H3 TOrvza satival 


oeq. iNo • 




UCIJ • X u 


LIB3146-010-O1-K1-A5 

XJ -X. XJ »J -i- "1 w VJ X \> a£ -*- iix xj. »-/ 


t v ieT.noQ 


■DlxriO 1 A 


NCBI GI 


g456568 


BLAST score 


586 


Hi VaXLLC 


Ut ux 


L v lClL.Oii Lli 


110 

XXL/ 


& n H<&ti+" "1 t \7 


97 


MPRT Dpc-nrinf i nn 

LN^Dl XJC O OX XLy vll 


(L29077) ubiquitin conjugating enzyme [Pisum sativum] 


Oeirr Kin 


213034 


Sea ID 


LIB3146-010-Q1-K1-A6 


X iti UllvJ^wl 


RT.A^TX 


NCBI GI 


y a. *± j f / jo 




200 


E value 


9.0e-16 


Match length 


62 


9; T ATI t 1 t \? 


55 




NOW^PFPTFTr LTPTD-TRANSFER PROTEIN A PRECURSOR (LTP A) 


fway-a^^DfTaTFn protftkt QA^ >ai S00R41 fL33904^ linid 




transfer protein [Brassica oleracea] 


o t; ^ • ^ iNvj. 




uCU • X L/ 


LIB3146-010-O1-K1-A7 

UXU«J X ^ U V/ -X. \j X J.VX / 


Method 


BLASTX 


NCBI GI 


gl684913 


BLAST score 


434 


E value 


4.0e-43 


Match length 


105 


% identity 


78 
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NCBI Description (U77888) receptor-like protein kinase [Ipomoea nil] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213036 

LIB314 6-010-Q1-K1-B12 

BLASTX 

gl777443 

171 

3.0e-12 

108 

44 

(U28422) CCA1 [Arabidopsis thaliana] >gi_3510263 (AC005310) 
DNA-binding protein CCA1 [Arabidopsis thaliana] >gi_4090569 
(U79156) CCA1 [Arabidopsis thaliana] 



Seq. No. 


213037 


Seq. ID 


LIB314 6-010-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2865177 


BLAST score 


505 


E value 


2.0e-51 


Match length 


108 


% identity 


86 


NCBI Description 


(AB010946) AtRerlB [Arabidops. 


Seq. No. 


213038 


Seq. ID 


LIB3146-010-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g!345882 


BLAST score 


174 


E value 


1.0e-12 


Match length 


37 


% identity 


84 


NCBI Description 


CYTOCHROME Bo 


Seq. No. 


213039 


Seq. ID 


LIB314 6-010-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3128168 


BLAST score 


400 


E value 


4.0e-39 


Match length 


110 


% identity 


62 


NCBI Description 


(AC004521) putative carboxyl- 




[Arabidopsis thaliana] 


Seq. No. 


213040 


Seq. ID 


LIB3146-010-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3776574 


BLAST score 


439 


E value 


1.0e-43 


Match length 


113 



% identity 

NCBI Description 



71 

(AC005388) Similar to T11J7.13 gi_2880051 putative protein 
kinase from Arabidopsis thaliana BAC gb_AC002340. 
[Arabidopsis thaliana] 
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Seq. No. 213041 

Seq. ID LIB3146-010-Q1-K1-C1 

Method BLASTX 

NCBI GI g2980793 

BLAST score 499 

E value 9.0e-51 

Match length 113 

% identity 77 

NCBI Description (AL022197) putative protein [Arabidopsis thaliana] 

Seq. No. 213042 

Seq. ID LIB3146-010-Q1-K1-C10 

Method BLASTX 

NCBI GI g4105262 

BLAST score 336 

E value 6.0e-34 

Match length 89 

% identity 87 

NCBI Description (AF044573) actin [Brassica oleracea] 

Seq. No. 213043 

Seq. ID LIB3146-010-Q1-K1-C11 

Method BLASTX 

NCBI GI g3928099 

BLAST score 400 

E value 4.0e-39 

Match length 113 

% identity 34 

NCBI Description (AC005770) unknown protein [Arabidopsis thaliana] 

Seq. No. 213044 

Seq. ID LIB3146-010-Q1-K1-C12 

Method BLASTX 

NCBI GI g2344898 

BLAST score 480 

E value 2.0e-48 

Match length 115 

% identity 76 

NCBI Description (AC002388) 60S ribosomal protein L30 isolog [Arabidopsis 
thaliana] 

Seq. No. 213045 

Seq. ID LIB3146-010-Q1-K1-C4 

Method BLASTX 

NCBI GI g482230 

BLAST score 227 

E value 4.0e-19 

Match length 83 

% identity 52 

NCBI Description hypothetical protein K03H1.2 - Caenorhabditis elegans 

Seq. No. 213046 

Seq. ID LIB3146-010-Q1-K1-C5 

Method BLASTN 

NCBI GI g451543 

BLAST score 37 

E value 5.0e-12 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
', % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
100 

Gossypium barbadense Sea Island proline-rich cell wall 
protein gene complete cds. >gi_1598725_gb_I18370_I18370 
Sequence 25 from patent US 

213047 

LIB3146-010-Q1-K1-C7 

BLASTX 

gl36057 

402 

2.0e-39 

109 

73 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

213048 

LIB3146-010-Q1-K1-C9 

BLASTX 

gl351271 

257 

2.0e-22 

53 

96 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 

(L36387) triosephosphate isomerase, chloroplast isozyme 

[Spinacia oleracea] 

213049 

LIB314 6-010-Q1-K1-D1 

BLASTX 

g3885339 

181 

2.0e-13 

98 

41 

(AC005623) putative bzip protein [Arabidopsis thaliana] 
213050 

LIB3146-010-Q1-K1-D10 

BLASTX 

g3880282 

166 

7.0e-12 

54 

56 

(Z82059) similar to ABC transporters (2 domains); cDNA EST 
EMBL:D73856 comes from this gene; cDNA EST EMBL:D73975 
comes from this gene; cDNA EST EMBL:C09722 comes from this 
gene; cDNA EST yk428c4.5 comes from this gene; cDNA ES... 
>gi_3881299_emb_CAA21772_ (AL032665) similar to ABC 
transporters (2 domains); cDNA EST EMBL:D73856 comes from 
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this gene; cDNA EST EMBL:D73975 comes from this gene; cDNA 
EST EMBL:C09722 comes from this gene; cDNA EST yk428c4.5 
comes from this gene; cDNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213051 

LIB3146-010-Q1-K1-D12 

BLASTX 

g3319882 

444 

3.0e-44 

89 
97 

(AJ004960) elongation factor 1-alpha 
arietinum] 



(EFl-a) [Cicer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213052 

LIB3146-010-Q1-K1-D2 

BLASTX 

gl710587 

254 

5.0e-22 

92 

59 

60S ACIDIC RIBOSOMAL PROTEIN P0 >gi_1196897 
ribosomal protein P0 [Glycine max] 



(L46848) acidic 



Seq. No. 


213053 * 


Seq. ID 


LIB314 6-010-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g537639 


BLAST score 


145 


E value 


3.0e-09 


Match length 


65 


% identity 


42 


NCBI Description 


(U14168) lipid transfer protein 


Seq. No. 


213054 


Seq. ID 


LIB3146-010-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3986110 


BLAST score 


406 


E value 


8.0e-40 


Match length 


99 


% identity 


79 


NCBI Description 


(AB012716) heat shock protein 7 


Seq. No. 


213055 


Seq. ID 


LIB314 6-010-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3935173 


BLAST score 


380 


E value 


8.0e-37 


Match length 


109 


% identity 


64 


NCBI Description 


(AC004557) F17L21.16 [Arabidops 


Seq. No. 


213056 



29622 






LIB3146-010-O1-K1-D7 

XJ X U *J J- ^ \J \J .X \J \/ X. 1VX J— ' / 




BLASTX 


NCBI GI 


g3286691 


BliAST score 


294 


Hi venue 


i no-9 £ 


llatvii icllvj ill 


o *± 


S- A /-l ^ r-i +* "i 4~ ^ y 

i> luentity 


D 27 


NCRT npsmnfi on 


(AJ007450) auxilin - like protein [Arabidopsis thaliana] 


oeq. iNO. 


91 ^flRl 




T.TFni 4fi-f)1 f)-Ol -K1 -D8 




RT.ASTX 


NCBI GI 


g3695021 


BLAST score 


448 


ill vaiue 


Q Acs — 


i v ia ten leng tn 




t> laentity 


11 
i f 


WPRT riDQpT"! "of* t 
i>i*wXj J. uco^i xpuxuii 


( A Tfl '■i ^ 4 Q ^ h.^rno'hhpt" i ral nrnfpi n f Srphi Hon <3 "i <^ "hVtslisn^l 

^ rt.£ U JJOt.? / 11 VUU LllC LJX. KJ L. " J_li |_ C\±. u.JJ± O _L O LlxaJ — L a. A I CX J 




^1 jU JO 


Seq* ID 


LIB3146-010-O1-K1-E1 

XJ X XJ ^ J. T V-r V/ X> V ^ X, J.\. X. J—l J- 


Mpthorl 

lib 0 1 lV^V— 4 


BLASTX 

1— ' XJ JTlkJ X \ 


NCBI GI 


g2244763 


BLAST score 


183 


iV> VaXUc 


1 • Uc lJ 


Match length. 


S3 Q 


% identity 


/I "7 


NCBI Description 


v^iy/oooj ifiO antner~specinc protein LHTaDiaopsis Luaiianaj 


oeq. jno. 


Ol *5fl 


dorr in 


T TR^1 4^-01 O-ril -K1 — F1 9 


tit; L.ilOH 




NCBI GI 


g3608179 


BLAST score 


492 


Hj Value 


o • ue ou 


Ma t ch 1 engt h 


it/I 

114 


% identity 




JNUtsx Description 


^ficuuoioo/ cycim u [risuin. sauivunij 


oeq. lno. 


91 ^n^n 

il jUDU 


Qparr TD 


T,TR^1 4^-01 0— 01 -K1 -F? 


L1C UllUU, 






rrl 1 H 
y 1 1 2? DH U 




91 1 
-L J. 


E value 


R f|o— 1 7 


Match length 


78 


% identity 


55 


rJUox Description 


1 ifyyiliNUU I UljUrKUriyN UAIUHojIj nUL v lUliUo \ irKU 1 HjILN 




JiiO ; -^gi o^xuy pir ouioftz ripening protein lo LOiuauo 




>gi lyiyy eiLio CiHAji/oy tAio4o/; ixio protein [itycopersicon 




esculentuiTi] 


Seq. No. 


213061 


Seq. ID 


LIB3146-010-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4263722 


BLAST score 


278 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-25 

97 

49 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
213062 

LIB3146-010-Q1-K1-E8 

BLASTX 

g4455169 

391 

4.0e-38 

109 

64 

(AL035521) 
thaliana] 



putative aldehyde dehydrogenase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213063 

LIB3146-010-Q1-K1-E9 

BLASTX 

g!33872 

490 

9.0e-50 

104 

95 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060_emb_CAA46927_ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi__170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 



Seq. No. 


213064 


Seq. ID 


HB3146-010-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2894592 


BLAST score 


468 


E value 


4.0e-47 


Match length 


108 


% identity 


81 


NCBI Description 


(AL021889) predicted protein [Arabidopsis thaliana] 


Seq. No. 


213065 


Seq. ID 


LIB3146-010-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g485514 


BLAST score 


390 


E value 


6.0e-38 


Match length 


79 


% identity 


91 


NCBI Description 


ADR11-2 protein - soybean (fragment) 




>gi_296443_emb_CAA49341_ (X69640) auxin down regulated 




[Glycine max] 


Seq. No. 


213066 


Seq. ID 


LIB3146-010-Q1-K1-F6 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244996 
416 

5.0e-41 

111 

24 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

213067 

LIB314 6-010-Q1-K1-F7 

BLASTX 

g2344901 

521 

2.0e-53 

108 

90 

(AC002388) serine/threonine protein kinase isolog 
[Arabidopsis thaliana] 

213068 

LIB314 6-010-Q1-K1-F8 

BLASTX 

gl469930 

328 

1.0e-30 

100 

71 

(U48777) fiber-specific acyl carrier protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213069 

LIB3146-010-Q1-K1-G1 

BLASTX 

g2129942 

374 

4.0e-36 

88 

76 

cathepsin B-like cysteine proteinase 
tobacco 



(EC 3.4.22.-) - Aztec 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213070 

LIB314 6-010-Q1-K1-G11 

BLASTX 

g2581785 

360 

2.0e-34 

90 

79 

(U94999) class 2 non-symbiotic hemoglobin [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



213071 

LIB314 6-010-Q1-K1-G2 

BLASTX 

g21699 

157 
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BLASTX 


NCBI GI 
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BLAST score 


146 


E value 


2.0e-09 


Match length 


32 


% identity 


84 



NCBI Description 



ADENINE PH0SPH0RIB0SYLTRANSFERASE 2 (APRT) 

>gi_2129534__pir S71272 adenine phosphoribosyltransf erase 

(EC 2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609_ (X96866) adenine 
phosphoribosyltransferase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



213076 

LIB314 6-010-Q1-K1-H5 

BLASTX 

g2464855 

465 

9.0e-47 

111 

81 



29626 



NCBI Description 



(Z99707) myb-related protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213077 

LIB3146-010-Q1-K1-H6 

BLASTX 

gl769891 

228 

5.0e-19 

110 
50 

(X99747) bZIP transcription factor [Arabidopsis thaliana] 
>gi__1865679_erab_CAB04795_ (Z82043) ATB2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213078 

LIB3146-010-Q1-K1-H8 

BLASTX 

gl350956 

393 

2.0e-38 

83 

92 

4 OS RIBOSOMAL PROTEIN S20 



(S22) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213079 

LIB3146-011-Q1-K1-A11 

BLASTX 

g629561 

187 

3.0e-14 

94 

44 

SRG1 protein - Arabidopsis thaliana 
>gi_479047_emb_CAA55654__ (X79052) SRG1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213080 

LIB3146-011-Q1-K1-A12 

BLASTX 

g!652856 

156 

2.0e-10 

116 
36 

(D90909) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213081 

LIB3146-011-Q1-K1-A5 

BLASTX 

g3461845 

238 

4.0e-20 

90 

54 

(AC005315) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 



213082 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-011-Q1-K1-A7 

BLASTX 

g4512676 

281 

3.0e-25 

98 

55 

(AC006931) unknown protein [Arabidopsis thaliana] 
213083 

LIB3146-011-Q1-K1-A9 

BLASTX 

g3080425 

229 

2.0e-19 

82 

67 

(AL022604) putative protein [Arabidopsis thaliana] 
213084 

LIB314 6-011-Q1-K1-B12 

BLASTX 

g3123264 

248 

2.0e-21 

61 

77 

60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb__CAB10279__ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



213085 

LIB3146-011-Q1-K1-B4 

BLASTX 

g4206122 

415 

9.0e-41 

107 
74 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

213086 

LIB3146-011-Q1-K1-B7 

BLASTX 

gl332579 

561 

6.0e-58 

121 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
213087 

LIB314 6-011-Q1-K1-B8 

BLASTX 

g4574139 

419 

2.0e-41 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 
89 

(AF073697) cysteine synthase [Oryza sativa] 
213088 

LIB3146-011-Q1-K1-B9 

BLASTX 

g2388891 

150 

6.0e-10 

46 
72 

(Y14765) calmodulin [Lycopersicon esculentum] 
213089 

LIB314 6-011-Q1-K1-C1 

BLASTX 

g3776005 

152 

4.0e~10 

42 

71 

(AJ010466) RNA helicase [Arabidopsis thaliana] 
213090 

LIB3146-011-Q1-K1-C12 

BLASTX 

g2827659 

200 

1.0e-15 

66 

58 

(AL021637) putative protein [Arabidopsis thaliana] 
213091 

LIB3146-011-Q1-K1-C2 

BLASTX 

gl362086 

586 

8.0e-61 

128 

87 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



213092 

LIB3146-011-Q1-K1-C4 

BLASTX 

g4490323 

240 

4.0e-29 
112 
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NPRT Dp^prinl"! on 


(Y11002} LIM-domain SF3 nrotein TNicotiana tabacuml 




91 ?0Q4 


Spa ID 


LIB314 6-011-O1-K1-C7 


Mpt hod 


BLASTX 


NCBI GI 


g4091117 


BLAST score 


376 


F valup 
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lie UliUU 


oxxtt.o x /v 


NCBI GI 


a4415933 


BLAST score 


324 


E value 


2.0e-30 


Match length 


90 


% identity 


68 


NCBI Description 


(AC006418) putative cellular apoptosis susceptibility 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein [Arabidopsis thaliana] 

>gi_4559390_gb_AAD23050.1_AC006526_15 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



213096 

LIB314 6-011-Q1-K1-D1 

BLASTX 

g729737 

205 

3.0e-16 

71 

61 

HMG1/2-LIKE PROTEIN >gi_541981_pir_ 
fava bean 



JS39556 HMG protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213097 

LIB3146-011-Q1-K1-D10 

BLASTX 

g4468999 

141 

1.0e-08 

99 

9 

(Z97342) unnamed protein product [Arabidopsis thaliana] 



29630 



beq. NO. 




beq. X iJ 


JjXJd jXfi 0 Uxx ^Jx J\x L/X x 


Method 


BLASTX 


NCBI GI 


g4454464 


BLAoi score 


ZZ o 


E value 


o . ue-iy 


Match length 


1 U 


% identity 


0 / 


NCBI Description 


(AC006234) unknown protein 


beq. INO* 


9 1 ^ n QQ 


beq. xu 


iilDJlflO Ull J\x Uli 


Method 


BLASTX 


NCBI GI 


gll71577 


BLAbi score 


o / y 


E value 


y . ue-j / 


Match length 


yb 


% identity 


/ u 


NCBI Description 


(X95343) hypersensitivity— 


Seq. No. 


ZlolUU 


beq. ID 








NCBI GI 


g3122673 


BLAST score 


477 


E value 


4.0e-48 


Match length 


117 


% identity 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN L15 



[Nicotiana tabacum] 



(Z97341) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213101 

LIB314 6-011-Q1-K1-D6 

BLASTX 

g2795805 

274 

2.0e-24 

76 

67 

(AC003674) putative protein kinase [Arabidopsis thaliana] 
>gi_3355493 (AC004218) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213102 

LIB3146-011-Q1-K1-D7 

BLASTX 

g2982297 

206 

2.0e-16 

91 

52 

(AF051233) KIAA0107-like protein 



[Picea mariana] 



Seq. No. 
Seq. ID 
Method 



213103 

LIB3146-011-Q1-K1-E10 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g417103 
198 

5.0e-29 

80 

88 

HI STONE H3.2, MINOR >gi_282871__pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42 957_ (X60429) histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3 . 2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U094 65) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi__1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469__gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213104 

LIB3146-011-Q1-K1-E2 

BLASTX 

g3355311 

278 

7.0e-25 
60 
88 

(AJ009737) 
vulgaris] 



eukaryotic translation initiation factor 6 [Beta 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213105 

LIB3146-011-Q1-K1-E5 

BLASTX 

g!749596 

117 

4.0e-ll 

116 

37 

(D89194) similar to Rat ATP citrate-lyase, SWISS-PROT 
Accession Number P16638 [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213106 

LIB3146-011-Q1-K1-E6 

BLASTX 

gl707018 

151 

4.0e-10 

75 
48 

(U78721) CutA isolog 



[Arabidopsis thaliana] 



29632 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213107 

LIB3146-011-Q1-K1-E8 

BLASTX 

g3600033 

287 

6.0e-26 

83 
67 

(AF080119) contains similarity to the N terminal domain of 
the El protein (Pfam: El_N.hmm, score: 12.36) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213108 

LIB3146-011-Q1-K1-F10 

BLASTX 

g3776566 

257 

2.0e-22 

75 

71 

(AC005388) 
from Cicer 



Strong similarity to histone H2A gb_AJ0067 68 
arietinum. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213109 

LIB3146-011-Q1-K1-F12 

BLASTX 

gl706377 

353 

7.0e-34 

82 

79 

DI HYDRO FLAVONOL- 4 -RE DUCTAS E ( D FR ) ( D I H YDROKAEMP FE ROL 
4 -REDUCTASE) >gi_499018_emb_CAA53578__ (X75964) 
dihydroflavonol reductase [Vitis vinifera] 



Seq. No. 


213110 


Seq. ID 


LIB3146-011-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gll71579 


BLAST score 


140 


E value 


1.0e-08 


Match length 


95 


% identity 


34 


NCBI Description 


(X95342) cytochrome P450 [Nicotiana tabacum] 


Seq. No. 


213111 


Seq. ID 


LIB314 6-011-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g746510 


BLAST score 


325 


E value 


2.0e-30 


Match length 


90 


% identity 


62 


NCBI Description 


(U23517) similar to ubiquitin conjugating enzyme 




[Caenorhabditis elegans] 


Seq. No. 


213112 



29633 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-011-Q1-K1-F6 

BLASTX 

gl326163 

285 

1.0e-25 

83 

61 

(U54704) stress related protein PvSRP [Phaseolus vulgaris] 
213113 

LIB3146-011-Q1-K1-G11 

BLASTX 

g3935164 

204 

1.0e-16 

71 

54 

(AC004557) F17L21.7 [Arabidopsis thaliana] 
213114 

LIB3146-011-Q1-K1-G3 

BLASTX 

gl742951 

497 

2.0e-50 

112 

87 

(Y09817) Ca2+-ATPase [Arabidopsis thaliana] 
213115 

LIB3146-011-Q1-K1-H11 

BLASTX 

g585960 

159 

8.0e-ll 

40 

80 

PROTEIN TRANSPORT PROTEIN SEC61 BETA SUBUNIT 
>gi_433665_emb_CAA81412_ (Z26753) Sec61 beta-subunit 
homolog [Arabidopsis thaliana] 

213116 

LIB3146-011-Q1-K1-H3 

BLASTX 

g289920 

534 

8.0e-55 

101 

95 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



213117 

LIB3146-011-Q1-K1-H4 

BLASTX 

g4210334 

254 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-22 

60 

82 

(AJ223804) 2-oxoglutarate dehydrogenase, E3 subunit 
[Arabidopsis thaliana] 

213118 

LIB314 6-011-Q1-K1-H5 

BLASTX 

g4056420 

309 

2.0e-28 

83 

71 

(AC005322) ESTs gbJT144077 and gb_T43352 come from this 
gene. [Arabidopsis thaliana] 

213119 

LIB3146-011-Q1-K1-H7 

BLASTX 

gl708975 

174 

1.0e-12 

81 

46 

METHIONINE GAMMA-LYASE (L-METHIONINASE) 

>gi_1084040_pir JC4174 methionine gamma-lyase (EC 

4.4.1.11) - . Pseudomonas putida >gi_902932_dbj_BAA13642_ 

(D88554) L-methionine gamma-lyase [Pseudomonas putida] 
>gi_2217945_dbj_BAA20553_ (D89015) L-methionine gamma-lyase 

[Pseudomonas putida] >gi__1096717__prf 2112270A Met 

gamma-lyase [Pseudomonas putida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213120 

LIB3146-011-Q1-K1-H8 

BLASTX 

gl763277 

503 

4.0e-51 

121 

73 

(U73656) tryptophan decarboxylase [Camptotheca acuminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213121 

LIB314 6-012-Q1-K1-A1 

BLASTX 

g2497753 

140 

2.0e-13 

108 

44 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq. No. 
Seq. ID 



213122 

LIB314 6-012-Q1-K1-A4 



29635 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2384671 

445 

3.0e-44 

129 

69 

(AF012657) 



putative potassium transporter AtKT2p 



[Arabidopsis thaliana] 
213123 

LIB314 6-012-Q1-K1-A8 

BLASTX 

g2335097 

482 

1.0e-48 

128 
70 

(AC002339) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

213124 

LIB314 6-012-Q1-K1-A9 

BLASTX 

g4263711 

422 

8.0e-42 

96 

79 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 

213125 

LIB3146-012-Q1-K1-B1 

BLASTX 

g4388829 

325 

3*0e-30 

133 

49 

(AC006528) putative pol polyprotein with a Zn-finger CCHC 
type domain (prosite:QDOC50158 ) and a DDE integrase 
signature motif [Arabidopsis thaliana] 

213126 

LIB3146-012-Q1-K1-B2 

BLASTX 

g3552003 

611 

9.0e-64 

137 

86 

(AF085083) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_3552005 (AF085084) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_3552007 (AF085085) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140632 (AF090165) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4140634 (AF090166) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4 140636 



29636 



(AF090167) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140638 (AF090168) alcohol dehydrogenase A [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213127 

LIB3146-012-Q1-K1-B7 

BLASTX 

g629733 

313 

9.0e-29 

63 
90 

sulfate adenylyltransf erase (EC 2.7.7.4) met3-2 - potato 

>gi_2130000_pir S67498 sulfate adenylyltransferase (EC 

2.7.7.4) (clone StMet3-2) - potato >gi_47 9090_emb_CAA55655_ 
(X79053) sulfate adenylyltransferase [Solanum tuberosum] 



Seq. No. 


213128 


Seq. - ID 


LIB314 6-012-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl737169 


BLAST score 


350 


E value 


4 . Oe-33 


Match length 


79 


% identity 


81 


NCBI Description 


(U70034) homologue to SKP1 [Arabidopsis thaliana] 


Seq. No. 


213129 


Seq. ID 


LIB314 6-012-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2583130 


BLAST score 


95 


E value 


1.0e-09 


Match length 


96 


% identity 


39 


NCBI Description 


(AC002387) putative reverse transcriptase [Arabid 




thaliana] 


Seq. No. 


213130 


Seq. ID 


LIB314 6-012-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl840425 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


43 


% identity 


67 


NCBI Description 


(U36586) alcohol dehydrogenase [Vitis vinifera] 


Seq. No. 


213131 


Seq. ID 


LIB3146-012-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2342735 


BLAST score 


417 


E value 


6.0e-41 


Match length 


106 


% identity 


79 


NCBI Description 


(AC002341) unknown protein [Arabidopsis thaliana] 



29637 



IN U • 


91 "31 ?9 


OC^. XL/ 


T.TR^I 46-01 9-01 -K1 -PS 


Method. 


DiiiiO 1 A 


NCBI GI 


g2499115 


BLAST score 


458 


E value 


/ . ue — 4 O 


Match length 




% identity 


/ 1 


jNubi Description 


VAUUUxjAK AbbrjiXlDbl JrKUlrjlN Vro41 nUmUlivJb >gi xooO/oo 




(U86662) VPS41 [Lycopersicon esculentum] 


beq. NO. 


01 *3i 'S'} 


beg. xu 


xj1oJ14: 0 Uli y 1 i\x v^o 


L v lc LllOtJ. 


dt aqrpTa 

DljriO ± LN 


NCBI GI 


g4567237 


BLAST score 


42 


Li * TT 5 1 n A 




Match length 


0 0 


% identity 


o / 


NT f" 1 R T Hfi CnTI T~\-(- -I f*\TT> 
ViK^IjA. ucbUliptlUil 


7\ >~ -3 V> "i ^-J /-s-j^i <-♦ A o -f- Vi a 1 -I aria r^H t~/~mti^ <s r>rr\ o TT Zl f r P99lT 1 1 1 rfon r>Tn ~i r* 1 
riXaJJlUUUOlo uJ.lcLXXcU.lcl OX IX \JiLLU D WiLLc XX Ctt.^ 1^,l£ XX y CilUiUXU 




seguence, complete seguence 


oeg. wo. 




oeq. iu 


liX-DoX** O UXz yi JM O:? 


Method 


rjT 7i CfV 

JoLAb 1A 


NCBI GI 


g2384669 


BLAST score 


153 


E value 


o . ue— 1U 


Matcn lengtn 


4o 


% identity 


64 


jNotsi uescripnon 


vheuizoooj puiduive poT-assiuiu transporter ALixiip 




[Arabidopsis thaliana] 


beg. no. 


OI OI QC 


beg. iu 


XiX-DOlfi D U1Z J\l ul 


Method 


BLASTX 


NCBI GI 


g3378104 


nLiAbi score 




E value 


1 . ue-oi 


Match length 


1UZ 


% identity 


oy 


NCBI Description 


(AF047473) testis mitotic checkpoint BUB3 [Homo sapiens] 


beg* no. 


OI Q1 


beg. iu 


T TT391 j5 £ — HI 9— A1 — "Efl —Til 1 


Method 


"DT 7\ CT 1 V 


NCBI GI 


g4406780 


BLAST score 


238 


E value 


2 . Qe-20 


lYiancn lengin 


DO 


% identity 


73 


NCBI Description 


(AC006532) putative multispanning membrane protein 




[Arabidopsis thaliana] 


Seg. No. 


213137 


Seg. ID 


LIB3146-012-Q1-K1-D2 



29638 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g464985 
480 

2.0e-48 
98 
93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 8 
LIGASE 8) (UBIQUITIN CARRIER PROTEIN 8) 
>gi_398699_emb_CAA78713_ (Z14989) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4A) 



213138 

LIB3146-012-Q1-K1-D4 

BLASTN 

gl8483 

66 

9.0e-29 

66 

100 

Cotton mRNA for cottonseed catalase subunit 1 (EC 1.11.1.6) 
213139 

LIB314 6-012-Q1-K1-D5 

BLASTX 

g3142300 

207 

2.0e-16 

109 
42 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

213140 

LIB3146-012-Q1-K1-D6 

BLASTX 

g2642648 

525 

1.0e-53 

134 

81 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 

213141 

LIB314 6-012-Q1-K1-D7 

BLASTX 

g3914015 

151 

7.0e-10 

43 

67 

TRANSCRIPTION-REPAIR COUPLING FACTOR (TRCF) 
>gi_1001661_dbj_BAA10395_ (D64002) transcription-repair 



29639 



coupling factor [Synechocystis sp.] 



\Z • my « 


213142 


Spa TD 


LIB314 6-012-O1-K1-D9 




BLASTX 


NCBI GI 


g2129709 


BLAST score 


199 


IT" va 1 no 
i_i VdlUc 




nat.cn xeny T_n. 


0 / 


Sr 1 H +■ T +■ T 

-& luciiuiLy 


4£ 


KIPRT ri^Qr'T"! Tit* i on 


j_ C; v o C- Li.anouxxuL.aoc rxx a.uxk^t.vj ljo x o uhqj — Laiiu 




rer.roi.ransposon laii x -^yi y / oz /o ^1j4/ 1.7.3 j reverse 




UiaI15Cripi-aSe [■"■raOlClOpSIS LuallanaJ 




91 ^1 4^ 




T.TR^I 46-01 9-0.1 -PCI -F1 


Method 


BLASTX 


NCBI GI 


g3980393 


DT ACT 1 o o av a 

jDj-iiio i score 


j / / 


E Value 


j . ue o o 


iyiar.cn iengr.n 


1 oo 


•s lucnuity 


D Z7 


NCBI Description 


(AC004561) putative glutathione S— transferase [Arabidop 




thaliana] 




91^144 


Seq. ID 


LIB3146-012-Q1-K1-E2 


Method 


BLASTX 




gi / byy o / 


bLiAbi score 


OQ A 

Zo4 


E value 


z . Ue-zo 


Match length 


Ol 


% identity 




lnuljI Description 


(X95736) amino acid permease 6 [Arabidopsis thaliana] 


O C ^ • LNU < 


91^14^ 

Ll JltJ 


Seq. ID 


LIB3146-012-Q1-K1-E3 


Method 


BLASTX 




gz o / 1 / 


rJijAoJ. score 


4oZ 


E value 


1 • Ue~4 o 


nducn lengtn 


i no 


% identity 


Q c: 
OO 


NCBI Description 


(iuy/zz) oeta-carotene nyaroxylase 2 [Capsicum annuumj 


O C • LN (J • 


91 ^1 4^ 


q prr jn 


T TR?1 46 — HI 9— HI — K*1 — TT£ 


L v lC UllUvJ. 


JDxjriO 1 A 


NCBI GI 


g2739168 


BLAST score 


186 


E value 


6.0e-14 


Match length 


109 


% identity 


39 


NCBI Description 


(AF032386) aldose- 1-epimerase-like protein [Nicotiana 




tabacum] 



Seq. No. 



213147 



29640 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 6-012-Q1-K1-E7 

BLASTX 

g3885328 

198 

3.0e-15 

63 

54 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


213148 


Seq. ID 


LIBJ14o-(Jlz-Ql-Kl-Eo 


Method 


BLASTN 


NCBI GI 


g3158473 


BLAST score 


43 


E value 


6.0e-15 


Match length 


83 


% identity 


88 


NCBI Description 


Samanea saman aquaporin 1 (Aqpl) 


Seq. No. 


213149 


Seq. ID 


LIB314 6-012-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2129753 


BLAST score 


630 


E value 


6.0e-66 % 


Match length 


135 


% identity 


89 


NCBI Description 


threonine synthase (EC 4.2.99.2) 




thaliana (fragment) >gi_1448917 




[Arabidopsis thaliana] 


Seq. No. 


213150 


Seq. ID 


LIB3146-012-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2245120 


BLAST score 


141 


E value 


5.0e-09 


Match length 


43 


% identity 


60 


NCBI Description 


(Z97343) hypothetical protein [A 


Seq. No. 


213151 


Seq. ID 


LIB314 6-012-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


g2275090 


BLAST score 


173 


E value 


1.0e-92 


Match length 


193 


% identity 


97 


NCBI Description 


Swietenia humilis DNA for simple 


Seq. No. 


213152 


Seq. ID 


LIB3146-012-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g464444 ^ 


BLAST score 


630 



complete cds 



threonine synthase 



(341bp) 



29641 



P 1 . 1 hp 
j_j v ax uc 


6 0@-66 


Match length 


139 


% identity 


85 


TviPR T Hp^pri r^-f- t on 


t X liflij V«/lli_i / -J \J 1\.1> OUDUiNX 1 \1.1UU1 X. X x^.l_l X X X \~r Hi IN 1> W XT i_J XT X X XVilkJli-i 




V^VJl^JrXjIljA OU i\JJ OUDULNll J "^y*'- Oft XO 0.7 f- 1 --^ O0_3_?UU piULcdoUulc 




nxaJJXUUpoXo Llla.XXa.lld ^yX luuO Jw \i , J?0'i?J| piULcaoUItLc 




T A t*3 Vi i ri (Tn s i t*ha 1 i ans 1 

[rii.uJk/j.Mvh'ijXij Liiuxxuiici j 


JC^ • LNU ♦ 


91 "31 c:^ 


UCm[ • X u 


t,tr?i 4fi-m 9-ni -ki -m 

lllDJltU Uli, yl X\X OX 


no uiiWwt 


RLASTX 


L\ n> x ui 


rr79QQ74 




SI 7 
ji / 


F! VP 1 HP 
Hi v ax Lie 


9 Oe-53 


Match length 


117 


% identity 


84 


NIPRT Pio c; o v* i ol - n on 

IN^XjX. UCOL>XX^L±Ull 


FT .OR AT. HOMFOTTP PROTFTN PMAD91 fPrRFFN PFTAT, HOMFOTTr 
r xjwxvtixj nuiiDvi xv^ it rvw x Hi x in lti xtil^ox \ uimjuu jz £j x axj nunijui x^ 




l rwj i Hi x in ) /yx jLfL i f o pn ojiuyj LiauouxipLiuii laL lui 




rrar*H<=m npf-nnia ->rr i 9 9 R pmh f 1 AZ^AQ c ifi7 1 CP ^rr-r»*an 




Ti^t* al ^ r Ptfal - ii n "i a v hwhri Hal 
^clclx y [ rc Luiixa a nyjjxxucij 


oeq. NO. 


91 "51 


Con TD 

uC^i XJJ 


LliDJXI O ^X I\X UJ 


Mo +• n aH 


DUnO X £\ 


NCBI GI 


g3095111 


BLAST score 


144 


E value 


c. Ho— HQ 

D m UC U J 


L-iaT.cn xengtn 




t> xaenciry 


JO 


LNk_.jD± uescxxpx, ion 


\£\c urjio j*± ) irj KUa. Scienoproteiii [noiuo sapiens j 


oeq. jno . 


91 "51 R R 


OcCJ. XU 


T TP^I AS— 01 9— Pll — TiTI — p£ 
XiXDOXft D UXi ^X l\X oD 


L v lG L.IHJVX 




NCBI GI 


g3252807 


BLAST score 


178 


E value 


J • Uc X j 






15 lUcIlLlLy 


*l O 


WPRT npcpyi ttH "1 nn 

LNV^OX L/COOlXLVLXUll 


(J\C % f)C\A^7C\^-\\ In \7T~iO"h lnca+*Tr~ , a1 nrAfci n rZir^aV^nH nn csn c: +• a 1 t anal 
t\j*jj "jP^^ncLXUax piuLcxu [nx aJJXUUpoxo i_i.la.XX alia. J 


C r-\ AT Mrs 

Ocq. 1NO . 


91 *^1 


q prT Tn 
• ID 


T TR^I 4^-01 9— ni -?n -CQ 

LlDJl*! O U 1Z y X J\X O _J 


Mpt" H or! 
11" U 1 lvJ\_l 


RT.A^TY 




rtOOA aA R9 

yz.z.*± oft 3^ 


BLAST score 


301 


E value 


2.0e-40 


TWT -|— V\ 1 /\ 4" 

iYiatcn lenytn 


iii 

XXX 


^ lQenuixy 


7/1 


inojdi uescrxpuion 


{U71107 ) S— adenosyl— methionine— sterol— C — methyltrans f erase 




XHJluUXUy |_LNXOO t-Xalla uaJjaUlxIILJ 


Seq. No. 


213157 


Seq. ID 


LIB3146-012-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2266947 


BLAST score 


261 



29642 



E value 


3.0e-23 


Match length 


J4 


% identity 


yo 


NCBI Description 


(AF008939) phosphoenolpyruvate carboxylase 1 [Gos 




hirsutum] 


Seq. No. 


zl Jloo 


beq. xu 


t m^i a m 9 — Oil —TTi — ui n 
JjIdj J. 4 D Uli yl a.1 nlu 


rie cnoci 




NCBI GI 


g2407800 


BLAST score 


146 


E value 


z . ue-u y 


-1- silt 1 ^ ,-_-}- "U 

Matcn lengun 


4 o 


% identity 


65 


NCBI Description 


( iizo / o) nistone nzA.r/Zi L-^-^sDiaopsis rnananaj 


Seq, No. 


zl Jloy 


beq. ID 


T TDOl A C A "I O /^i 1 TV"! 0 Q 

L1BJ14 0— UlZ-fJl-Kl-ny 


Method 




.WUbl bl 


gzo jz bio 




1 "3D 
IjU 


E value 


2.0e-09 


Match length 


77 


% identity 


53 


NCBI Description 


(AL021711) heat shock transcription factor - like 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213160 

LIB3146-013-Q1-K1-A11 

BLASTX 

g2493318 

180 

2.0e-13 

57 

56 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 



Seq. No. 


213161 


Seq. ID 


LIB3146-013 


Method 


BLASTX 


NCBI GI 


g2347199 


BLAST score 


208 


E value 


9.0e-17 


Match length 


74 


% identity 


59 


NCBI Description 


(AC002338) ] 


Seq. No. 


213162 


Seq, ID 


LIB3146-013 


Method 


BLASTX 


NCBI GI 


gll73638 


BLAST score 


280 


E value 


4.0e-25 


Match length 


106 


% identity 


56 



29643 



NCBI Description 



(U35779) 1-aminocyclopropane-l-carboxylate synthase 
[Triticum aestivum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213163 

LIB314 6-013-Q1-K1-B3 

BLASTX 

gl711507 

219 

4.0e-18 

85 
51 

SIGNAL RECOGNITION PARTICLE 19 KD PROTEIN (SRP19) 
>gi_624221 (U19030) signal recognition particle 19 kDa 
protein subunit SRP19 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213164 

LIB3146-013-Q1-K1-B9 

BLASTX 

g3395432 

463 

2.0e-46 

117 

74 

(AC004683) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213165 

LIB3146-013-Q1-K1-C10 

BLASTX 

g2982259 

244 

4.0e-21 

72 
62 

(AF051212) probable 60s 
mariana] 



ribosomal protein L13a [Picea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213166 

LIB3146-013-Q1-K1-C12 

BLASTX 

g2982251 

218 

9.0e-18 

90 
54 

(AF051208) putative RNA-binding protein 



[Picea mariana] 



213167 

LIB3146-013-Q1-K1-C4 

BLASTX 

g818849 

139 

6.0e-09 

49 
51 

(U25430) nucleotide pyrophosphatase precursor [Oryza 
sativa] 



29644 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213168 

LIB3146-013-Q1-K1-C5 

BLASTX 

g399046 

309 

1.0e-28 

92 

68 

ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) 

>gi_99657j?ir S20867 adenine phosphoribosyltransf erase 

2.4.2.7) - Arabidopsis thaliana >gi_16164_emb_CAA414 97_ 
(X58640) adenine phosphoribosyltransf erase [Arabidopsis 
thaliana] >gi_433050 (L19637) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 
>gi__3935182 (AC004557) F17L21.25 [Arabidopsis thaliana] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213169 

LIB314 6-013-Q1-K1-C8 

BLASTX 

g3913004 

499 

1.0e-50 

118 

84 

AGAMOUS PROTEIN (TAG1) >gi_ 
[Lycopersicon esculentum] 



457382 (L26295) TAG1 



Seq. No. 


213170 


Seq. ID 


LIB3146-013-Q1-K1-D1 


Method 


BLASTN 


NCBI GI 


g2760166 


BLAST score 


35 


E value 


3.0e-10 


Match length 


91 


% identity 


28 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clo 




MBK20, complete sequence [Arabidopsis thaliana] 


Seq. No. 


213171 


Seq. ID 


LIB3146-013-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3298540 


BLAST score 


402 


E value 


2.0e-39 


Match length 


99 


% identity 


79 


NCBI Description 


(AC004681) unknown protein [Arabidopsis thaliana] 


Seq. No. 


213172 


Seq. ID 


LIB3146-013-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4432854 


BLAST score 


144 


E value 


4.0e-09 


Match length 


57 


% identity 


49 


NCBI Description 


(AC006300) hypothetical protein [Arabidopsis thaliana] 



29645 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213173 

LIB3146-013-Q1-K1-E7 

BLASTX 

gl730512 

442 

4.0e-44 

98 

93 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST 

>gi_2129669_pir S71368 phosphoglycerate kinase - 

Arabidopsis thaliana (fragment) >gi__1022805 (U37701) 
phosphoglycerate kinase [Arabidopsis thaliana] 



Seq. No. 


213174 


Seq. ID 


LIB3146-013-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2695931 


BLAST score 


231 


E value 


3 . Oe-27 


Match length 


115 


% identity 


61 


NCBI Description 


(AJ22277 9) hypothetical protein 


Seq. No. 


213175 


Seq. ID 


LIB3146-013-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3236261 


BLAST score 


469 


E value 


4.0e-47 


Match length 


123 


% identity 


67 


NCBI Description 


(AC004684) putative zinc finger 




thaliana] 


Seq. No. 


213176 


Seq. ID 


LIB3146-013-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3925277 


BLAST score 


189 


E value 


2.0e-14 


Match length 


97 


% identity 


45 



NCBI Description 



(AL032643) similar to Uncharacterized protein family 
UPF0034, Double-stranded RNA binding motif; cDNA EST 
yk4 89b3.5 comes from this gene; cDNA EST yk4 39g7.5 comes 
from this gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213177 

LIB3146-013-Q1-K1-G11 

BLASTX 

g2492772 

150 

9.0e-10 

32 

81 

GLUTATHIONE-DEPENDENT FORMALDEHYDE DEHYDROGENASE 



(FDH) 



29646 



(FALDH) (GSH-FDH) >gi_1498024 (U63931) 
glutathione-dependent formaldehyde dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 


213178 


Seq. ID 


LIBol4o-Ulo* 


Method 


BLASTX 


NCBI GI 


g3702608 


BLAST score 




E value 


4 . Oe-22 


Match length 


51 


% identity 


yu 


NCBI Description 


f t\ too/ 1 cc;\ < 


Seq. No. 


213179 


Seq. ID 


LIBJ14 D-Ulo- 


Method 


BLASTX 


NCBI GI 


g3702608 


BLAST score 


386 


E value 


1 . Oe-37 


Match length 


79 


% identity 


yu 


NCBI Description 


/ 7\ TO O >1 1 £ E \ 


Seq. No. 


213180 


Seq. ID 


LIB3146-013 


Method 


BLASTX 


NCBI GI 


g4490752 


BLAST score 


253 


E value 


3. Oe-22 


Match length 


60 


% identity 


80 


NCBI Description 


(AL035708) 



shaggy kinase 7 [Petunia x hybrida] 



-H7 



shaggy kinase 7 [Petunia x hybrida] 



[Arabidopsis thaliana] 



Seq. No. 


213181 




Seq. ID 


LIB3146-014-Q1- 


-K1-A3 


Method 


BLASTX 




NCBI GI 


g3176669 




BLAST score 


506 




E value 


1.0e-51 




Match length 


101 




% identity 


84 




NCBI Description 


(AC004393) End 


is cut off. [Arabidopsis 


Seq. No. 


213182 




Seq. ID 


LIB3146-014-Q1- 


-K1-A4 


Method 


BLASTX 




NCBI GI 


g2618731 




BLAST score 


377 




E value 


3.0e-36 




Match length 


102 




% identity 


70 




NCBI Description 


(U49077) IAA21 


[Arabidopsis thaliana] 


Seq. No. 


213183 




Seq. ID 


LIB3146-014-Q1- 


-K1-A5 



29647 



i v ic LLLOCl 


"RT 7A QTY 


NCBI GI 


g3643608 


BLAST score 


239 


E value 




Matcn lengtn. 


1 1 o 
lib 


% identity 




lNucj. jjescription 


l/iuuuojyo/ nypo uneticai prorem [AraDiaopsis tnaiidnaj 


beq. jno. 


Ol Ol OA 

zlolo 4 


oeq. ijj 


j_i1dox4 d ui§ yi j\i Ay 






NCBI GI 


g3881976 


BLAST score 


287 


E value 




Match length 


yu 


% identity 


bu 


jnudi uescripiion 


(AJ012409) hypothetical protein [Homo sapiens] 


beq. No* 


zloioo 


oeq. id 


Jj1dJ14 0~U14~yl — J\l — Dl 


L v ieT_nuu. 


DliiiO 1 A 


JNUol bl 


g J 04 10 J / 


BLAST score 


204 


E value 


4.0e-16 


Matcn lengtn 


Ol 


% identity 


78 


NCBI Description 


(AL023094) Nonclathrin coat protein gamma - like protein 




[Arabidopsis thaliana] 


Seq. No. 


213186 


beq. lu 


LlBol4o-U14-Ql-Kl-Bli 


Method 


BLASTX 


NCBI GI 


g2832677 


BLAST score 


146 


E value 


z . ue-uy 


Matcn lengtn 


49 


% identity 




NCBI Description 


(AL021712) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


213187 


beq. iu 


T T1D*3T A C m A f\ 1 iy 1 n1 O 

L1B^14 D-U14-Q1-K1-B1Z 


lyiernoa 


DT 71 OfpV 

BliAoiA 


NCBI GI 


g4097585 


BLAST score 


231 


E value 


4 . Ue-iy 


Match length 


/U 


% identity 


73 


NCBI Description 


(U64 925) NTGP4 [Nicotiana tabacum] 


Seq. No. 


zliloo 


beq. ID 


LIBil4o-U14-Ql-Kl-B2 


Method 


BLiAo 1 A 


NCBI GI 


g2673917 


BLAST score 


509 


E value 


8.0e-52 


Match length 


117 


% identity 


79 



29648 



NCBI Description 



(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 







Seq. ID 


LIB3146-014-Q1-K1-B7 


Method 


BLASTX 


NLdI bl 


g4 uy y y 14 


hsii/ibi score 


zoo 


E value 


4 . VB-Z5 


LxiaTZcn lengta 


Q1 

y l 


% identity 


00 


NCBI Description 


(U91857) ethylene-responsive element binding 




homolog [Stylosanthes haitiata] 


Seq. No, 


213190 


Seq. ID 


LIB3146-014-Q1-K1-C1 


Metnoa 


rt TV cmv 

BLASTX 


MOO T T 

NCBI GI 


g3953471 


BLAST score 


570 


E value 


b . ue-oy 


Match length 


125 


% identity 


82 


NCBI Description 


(AC0Q232S} F2202.16 [Arabidopsis thaliana] 


oeq. no. 


zioiyi 


Seq. ID 


LIB314 6-014-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3264778 


BLAST score 


O *3 "3 

233 


E value 


2.0e-19 


Match length 


89 


% identity 


58 


NCBI Description 


(AF072536) H-protein promoter binding factor- 




thaliana] 


Seq. No. 


213192 


Seq. ID 


LIB3146-014-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3024127 


BLAST score 


676 


E value 


2.0e-71 


Match length 


133 


% identity 


94 



[Arabidopsis 



NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYL TRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213193 

LIB3146-014-Q1-K1-C7 

BLASTX 

g4455235 

255 

4.0e-22 

68 

75 

(AL035523) PROTEIN TRANSPORT 



PROTEIN SEC61 GAMMA 



29649 




SUBUNIT-like [Arabidopsis thaliana] 



beq. NO. 




Seq. ID 


LIB314 6-014-Q1-K1-C9 


Method 


BLASTX 




g^oooy Dz 


BLAST score 


0 n 0 


E value 


7.0e-lo 


Match length 


4 U 


% identity 


100 


NCBI Description 


(AF025667) histone H2B1 [Gossypium hirsutum] 


beq. wo. 


01 "31 qc; 


beq. ±u 


LI Bo 14 D-U14-Q1-K1-D1U 


Method 


DT ]\C mv 


Nursl CjI 


g4 04 o4U 


BLAST score 


577 


E value 


8.0e-60 


Match length 


inn 

109 


% identity 


98 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi 421781 pir S32 666 tubulin 




alpha-1 chain - fern (Anemia phyllitidis) 




>gi_2964 94__emb__CAA48927 (X69183) alpha tubulin [Anemi 




phyllitidis] 


Seq. No. 


213196 


Seq. ID 


LIB314 6-014-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl082766 


BLAST score 


217 


E value 


1. Oe-17 


Match length 


52 


% identity 


75 


NCBI Description 


ribosomal protein L29 - human >gi_793843_emb_CAA89008_ 




(Z49148) ribosomal protein L29 [Homo sapiens] 


beq. jno . 


zi^Jiy / 


Seq. ID 


LIB3146-014-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gz911U /2 


BLAST score 


339 


E value 


4 . Oe-38 


Match length 


139 


% identity 


64 


NCBI Description 


(AL021960) putative protein [Arabidopsis thaliana] 


beq. wo. 


01 "31 QO 


Seq. ID 


LIB3146-014-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4567316 


BLAST score 


132 


E value 


5.0e-12 


Match length 


101 


% identity 


54 


NCBI Description 


(AC005956) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


213199 




29650 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-014-Q1-K1-D5 

BLASTX 

g4567202 

637 

9.0e-67 

135 

90 

(AC007168) putative myo-inositol 1-phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213200 

LIB3146-014-Q1-K1-D8 

BLASTN 

g3821780 

37 

1.0e-ll 

49 
67 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213201 

LIB3146-014-Q1-K1-E1 

BLASTX 

g2224927 

493 

2.0e-54 

111 

78 

(AF004213) ethylene-insensitive3-likel [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213202 

LIB3146-014-Q1-K1-E11 

BLASTX 

g320585 

549 

2.0e-56 

118 

84 

polygalacturonase (EC 3.2.1.15) 1 beta chain precursor - 
tomato >gi_170480 (M98466) polygalacturonase isoenzyme 1 
beta subunit [Lycopersicon esculentum] >gi_1762586 (U63374) 
polygalacturonase isoenzyme 1 beta subunit [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213203 

LIB3146-014-Q1-K1-E2 

BLASTX 

g!008904 

639 

4.0e-67 

122 
89 

(L43094) xyloglucan endotransglycosylase [Tropaeolum majus] 



Seq. No. 
Seq. ID 



213204 

LIB3146-014-Q1-K1-E3 



29651 



fl 



TUT /"\/^ 


J3i_iriO 1 A 




gi y uoo d 


BLAST score 


255 


E value 


4.0e-22 


Match length 


1U1 


-6 identity 




NCBI Description 


(ACU0U1U4 ) 


r 


thaliana] 


Seq» No. 


zlozUo 


beq. id 


Jj1.DO140 U14 


Method. 


Dlirib 1 A 


NCBI GI 


g2853219 


BLAST score 


527 


E value 


o . ue-o4 


Match length 


1 1 Q 

lib 


% identity 


80 


NCBI Description 




Seq. No. 


213206 


beq. iu 


lilbOl4 0 — U 14 


Method 


DT TV CITY 


JN(^d1 (j1 


gio y yoo u 


BLAST score 


597 


E value 


4.0e-62 


Match length 


139 


% identity 


81 


NCBI Description 


(U43683) S- 




iaethyltrans 


Seq. No. 


213207 


beq. iu 


1j1Jdo14 D— U14 


Method 


BLASTX 


NCBI GI 


g4432855 


BLAST score 


471 


E value 


3 . Oe-47 


Match length 


136 


% identity 


69 


NCBI Description 


(AOUU boUU ) 


Seq. No. 


213208 


beq. iu 


L1dJ14 0-U14 


Method 




NCBI GI 


g3212865 


BLAST score 


192 


E value 


t A« 1 /I 

1 . Oe-14 


Match length 


82 


% identity 


55 


NCBI Description 


/ 7\ /"•A A A A A C \ 

(ACU04 U0o ) 


Seq. No. 


213209 


beq. iu 


111 DO 14 0 U14 


Method 


BLASTX 


NCBI GI 


gl546700 


BLAST score 


275 


E value 


3.0e-24 


Match length 


118 



EST gb_T45093 comes from this gene. [Arabidopsis 



-E7 



glutathione transferase [Carica papaya] 



adenosyl-L-methionine : delta24-sterol-C- 



29652 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(X98804) peroxidase ATP18a [Arabidopsis thaliana] 



213210 

LIB3146-014-Q1-K1-F7 

BLASTX 

g4415992 

667 

2.0e-70 

126 

100 

(AF059288) beta-tubulin 2 



[Eleusine indica] 



213211 

LIB3146-014-Q1-K1-F8 

BLASTX 

g2582645 

139 

6.0e-09 

51 

55 

(AJ002378) RSZp22 protein [Arabidopsis thaliana] 
213212 

LIB3146-014-Q1-K1-G10 

BLASTX 

gl076511 

411 

2.0e-40 

124 

65 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi_758250_emb_CAA59799_ (X85804) H { + ) -transporting ATPase 
[Phaseolus vulgaris] 

213213 

LIB3146-014-Q1-K1-G12 

BLASTX 

g!172003 

276 

2.0e-24 

125 

46 

PHENYLALANINE AMMONIA- LYASE >gi_484062 (M91192) 
phenylalanine ammonia-lyase [Trifolium subterraneum] 

213214 

LIB3146-014-Q1-K1-G2 

BLASTX 

gl345642 

399 

4.0e-39 

105 

72 

FLAVONOID 3 1 , 5 1 -HYDROXYLASE 1 (F3'5 T H) (CYTOCHROME P450 

75A1) (CYPLXXVA1) >gi_629710_pir S38985 flavonoid 

3' , 5 '-hydroxylase Hfl - garden petunia 



29653 




>gi_311 65 6_emb_CAA8 02 66_ (Z22545) flavonoid 
3 f , 5 1 -hydroxylase [Petunia x hybrida] 
>gi_1853972_dbj_BAA03438_ (D14588) 

flavonoid-3 T , 5 '-hydroxylase [Petunia x hybrida] >gi_3426337 
(AF081575) flavonoid 3 T , 5 1 -hydroxylase [Petunia x hybrida] 

>gi_738772_prf 2001426B flavonoid 3 1 , 5 1 -hydroxylase 

[Petunia x hybrida] 



oeq. wo. 


O T "3 01 c: 






LIB3146- 


014-Q1 


Me unoQ 


BLASTX 






gl69989 




Di-irlO J. bUUIc 


684 




T* 1 ttp 1 np 
Hi vaxuc 


3.0e-72 




Match length 


134 




% identity 


96 




NCBI Description 


(L12157) 


NADPH 




max] 




C « XT « 

Seq. No. 


213216 




Seq. ID 


LIB3146- 


014-Q1 


Method 


BLASTX 






g3264767 


rsiiAo i score 


397 




Cj value 


1.0e-38 




Match length 


134 




% identity 


56 




NCBI Description 


(AF071893) AP2 


Seq. No. 


213217 




Seq. ID 


LIB3146- 


014-Q1 


Method 


BLASTX 




NCBI GI 


g417103 




BLAST score 


473 




E value 


6.0e-55 




Match length 


118 




% identity 


98 




NCBI Description 


HISTONE 


H3.2, 3 



-K1-G4 



-specific isocitrate dehydrogenase [Glycine 



OR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825__emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153__ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi__4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4 4 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



29654 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213218 

LIB3146-014-Q1-K1-H5 

BLASTX 

g461530 

338 

1.0e-31 

129 
53 

N- TERMINAL ACETYLTRANSFERASE COMPLEX ARD1 SUBUNIT HOMOLOG 
>gi_159365 (L11348) ARD1 protein homologue [Leishmania 
donovani] 



Seq. No. 


Z±3Z±9 


oeq. iu 


lil no X 4 D— U14 ~yi — J\l — no 


Method 


BLASTX 


NCBI GI 


g3915847 


BLAST score 


161 


E value 


2 . Oe-16 


Match length 


60 


% identity 




NCBI Description 


40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putati 




40S ribosomal protein S2 [Arabidopsis thaliana] 


Seq. No. 


zlozzO 


Seq. ID 


LIB3146-014-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g294668 


BLAST score 


312 


E value 


8.0e-29 


Match length 


84 


% identity 


73 


NCBI Description 


(L13242) beta-ketoacyl-ACP synthase [Ricinus communis] 


Seq. No. 


213221 


Seq. ID 


LIB3146-014-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3522950 


BLAST score 


150 


E value 


6.0e-10 


Match length 


88 


% identity 


40 


NCBI Description 


(AC004411) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


213222 


Seq. ID 


LIB3146-015-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2505870 


BLAST score 


120 


E value 


1.0e-09 


Match length 


60 


% identity 


48 


NCBI Description 


(Y12227) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


213223 


Seq. ID 


LIB3146-015-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g!00332 



29655 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



546 

3.0e-56 

119 

86 

glutamate-l-semi aldehyde 2, 1-aminomutase (EC 5.4.3.8 
common tobacco >gi_19875__emb_CAA4 6787_ (X65974) 
glutamate-l-semialdehyde 2, 1-aminomutase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213224 

LIB3146-015-Q1-K1-A2 

BLASTX 

gl848212 

579 

5.0e-60 

117 

53 

(Y11209) protein disulf ide- isomer as e precursor [Nicotiana 
tabacum] 



Seq. No. 213225 

Seq. ID LIB3146-015-Q1-K1-A3 

Method BLASTX 

NCBI GI gl684857 

BLAST score 566 

E value 2.0e-58 

Match length 112 

% identity 35 

NCBI Description (U77940) polyubiquitin [Phaseolus vulgaris] 

Seq. No. 213226 

Seq. ID LIB314 6-015-Q1-K1-A8 

Method BLASTX 

NCBI GI g2980779 

BLAST score 281 

E value 3.0e-25 

Match length 89 

% identity 63 

NCBI Description (AL022198) putative protein [Arabidopsis thaliana] 

Seq. No. 213227 

Seq. ID LIB3146-015-Q1-K1-A9 

Method BLASTX 

NCBI GI g4127456 

BLAST score 342 

E value 3.0e-32 

Match length 128 

% identity 58 

NCBI Description (AJ010818) Cpn21 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



213228 

LIB314 6-015-Q1-K1-B11 

BLASTX 

g3355480 

217 

1.0e-17 

76 



29656 



% identity 

NCBI Description 



58 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



beq. No. 




Seq. ID 


LIB3146-015-Q1-K1-B3 


Method 


BLASTX 




_-o cn csn 0 
gzo / U / £ 


biiAoi score 




E value 


a n,^ OA 


Match length 


1DU 


% identity 


y / 


NCBI Description 


1UBUL1JN bhjlA— 1 UriAliN >gi lUUU/z pir 




cnam garoen pea -^gi <£u / oo enLu <s±\t 




Decs tUDuiin 1 [risum sacivuiuj 


Seq. No. 


213230 


Seq. ID 


LI Bo 14 D-Ul0-yl-Kl-B4 


Method 


tit 7\ prnv 

BLASTX 


NCBI GI 


g3043428 


oiiAol score 




E value 


5 . Oe-34 


Match length 


80 


% identity 


84 


NCBI Description 


(AJUubo4o) 4US riDosoiaal protein bo 


Seq. No. 


213231 


Seq. ID 


LIB3146-015-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3033400 


BLAST score 


375 


E value 


0 . Ue- Jo 


Match length 


108 


% identity 


68 


NCBI Description 


(AC0U4zoo) putative Ser/Tnr protein 




una 11 ana j 


Seq. No. 


213232 


Seq. ID 


LIB3146-015-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


431 


E value 


1.0e-42 


Match length 


136 


% identity 


54 



S208 68 tubulin beta-1 
S8613 (X54844) 



[Cicer arietinum] 



NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213233 

LIB3146-015-Q1-K1-C12 

BLASTX 

gll70567 

600 

1.0e-62 

128 

91 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 
>gi_1085960_pir S52648 IN01 protein - Citrus paradisi 



29657 




>gi_602565_emb_CAA83565_ (Z32632) IN01 [Citrus x paradisi] 



beq. No. 


Ol OO-3 A 


Seq. ID 


LIB3146-015-Q1-K1-C8 


Method 


BLASTX 


\7PDT /""* T 

NCBI CjI 


gxzyoo id 


tJ.uA.bi score 


c; c; e; 


E value 


0 . ue-j / 


Match length 


110 


% identity 




NCBI Description 


(X94995) naringenin— chalcone synthase [Juglans sp.] 


beq. No. 


ZI0Z0O 


beq. ID 


t TDQ1 /I C ni c r\i r'Q 

Li do 1 4 o-uio-yi- j\i— 


Method 


BLASTX 


NCBI GI 


g974782 


bJ_iAbi score 


OlD 


E value 


z . [JB—dZ 


J.J[~ 4- -I, "I _ _ _,4_ 1— 

Match length 


1U4 


% identity 


y 0 


NCBI Description 


(Z49150) cobal amine -independent methionine synthase 




[Solenostemon scutellarioides] 


Seq. No. 


ZLoZob 


Seq. ID 


LIB314 6-015-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2388689 


BLAST score 


336 


E value 


2 . Oe-31 


Match length 


/ 0 


% identity 


81 


NCBI Description 


(AF016633) GH1 protein [Glycine max] 


Seq. No. 


213237 


Seq. ID 


LIBol4 o-Ulo-Ql-Kl-Dll 


Method 


BLASTX 


NCBI GI 


g3193314 


BLAST score 


139 


E value 


1 . Oe-10 


Match length 


95 


% identity 


40 


NCBI Description 


(AF069299) contains similarity to Arabidopsis scare* 




(GB:U627 98) [Arabidopsis thaliana] 


beq. No. 




beq. iJJ 


lil bo 14 o~U lQ-y 1~J\1 — 1JZ 


Method 


BLASTX 


NCBI GI 


g2894607 


BLAST score 


^ A A 

444 


E value 


4 . Ue~"4 4 


Match length 


132 


% identity 


63 


NCBI Description 


(AL021889) NAM (no apical meristem) - like protein 




[Arabidopsis thaliana] 


Seq. No. 


213239 


Seq. ID 


LIB314 6-015-Q1-K1-D4 



29658 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2497753 

356 

8.0e-34 

118 

53 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_einb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213240 

LIB3146-015-Q1-K1-D7 

BLASTX 

g3914435 

464 

1.0e-46 

105 
89 

PROFILIN 1 >gi_3021375_emb_CAA11756_ 
[Glycine max] 



(AJ223982) profilin 



213241 

LIB3146-015-Q1-K1-D8 

BLASTX 

g2213871 

305 

5.0e-28 

68 

91 

(AF003126) poly (A) -binding protein [Mesembryanthemuni 
crystallinum] 



Seq. No. 


213242 


Seq. ID 


LIB3146-015-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl263291 


BLAST score 


500 


E value 


9.0e-51 


Match length 


115 


% identity 


81 


NCBI Description 


(U49452) alcohol dehydrogenase 2b [Gossypium hirsutum] 


Seq. No. 


213243 


Seq. ID 


LIB3146-015-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2495365 


BLAST score 


437 


E value 


3.0e-43 


Match length 


120 


% identity 


72 


NCBI Description 


HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_445127_prf 1908 




heat shock protein HSP81-2 [Arabidopsis thaliana] 


Seq. No. 


213244 


Seq. ID 


LIB3146-015-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl769887 



29659 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



589 

4.0e-61 

142 

80 

(X95736) amino acid permease 6 [Arabidopsis thaliana] 
213245 

LIB3146-015-Q1-K1-E5 

BLASTX 

g4006914 

308 

3.0e-28 

121 

55 

(Z99708) serine C-palmitoyltransf erase like protein 
[Arabidopsis thaliana] 

213246 

LIB314 6-015-Q1-K1-E7 

BLASTX 

g3335378 

431 

1.0e-42 

138 

66 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



213247 

LIB3146-015-Q1-K1-E8 

BLASTX 

g728882 

187 

5.0e-14 

40 

80 

ADP-RIBOSYLATION FACTOR 3 >gi_54184 6_pir S41938 

ADP-ribosylation factor 3 - Arabidopsis thaliana 
>gi_453191_emb_CAA54564_ (X77385) ADP-ribosylation factor 3 
[Arabidopsis thaliana] 



213248 

LIB3146-015-Q1-K1-F1 

BLASTX 

g485514 

293 

2.0e-26 

105 

53 

ADR11-2 protein - soybean (fragment) 

>gi_296443_emb_CAA49341_ (X69640) auxin down regulated 
[Glycine max] 

213249 

LIB3146-015-Q1-K1-F11 

BLASTX 

g2982262 



29660 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165 

5.0e-20 

112 

49 

(AF051214) probable glutathione S-transf erase [Picea 
mar i ana] 

213250 

LIB3146-015-Q1-K1-F12 

BLASTX 

g4467157 

349 

5.0e-33 

136 

52 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 

213251 

LIB3146-015-Q1-K1-F3 

BLASTX 

g2811025 

537 

4.0e-55 

132 
72 

AS PART IC PROTEINASE PRECURSOR >gi_1944181_dbj_BAA19607__ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

213252 

LIB3146-015-Q1-K1-F6 

BLASTX 

g485514 

229 

5.0e-19 

66 

76 

ADR11-2 protein - soybean (fragment) 

>gi_296443_emb_CAA49341_ (X69640) auxin down regulated 
[Glycine max] 

213253 

LIB3146-015-Q1-K1-G1 

BLASTX 

g4206122 

540 

2.0e-55 

121 

83 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

213254 

LIB314 6-015-Q1-K1-G2 

BLASTX 

g4455207 

427 



29661 



E value 4.0e-42 

Match length 91 

% identity 90 

NCBI Description (AL035440) ubiquitin-like protein [Arabidopsis thaliana] 

Seq. No. 213255 

Seq. ID LIB3146-015-Q1-K1-G3 

Method BLASTX 

NCBI GI g2245109 

BLAST score 282 

E value 3.0e-25 

Match length 70 

% identity 7 6 

NCBI Description (Z97343) carboxyl-terminal proteinase homolog [Arabidopsis 
thaliana] 

Seq. No. 213256 

Seq. ID LIB3146-015-Q1-K1-G4 

Method BLASTX 

NCBI GI g4049399 

BLAST score 152 

E value 6.0e-10 

Match length 97 

% identity 34 

NCBI Description (Y09581) FR02 [Arabidopsis thaliana] 

Seq. No. 213257 

Seq. ID LIB3146-015-Q1-K1-G5 

Method BLASTX 

NCBI GI g2252841 

BLAST score 287 

E value 8.0e-26 

Match length 113 

% identity 49 

NCBI Description (AF013293) No definition line found [Arabidopsis thaliana] 

Seq. No. 213258 

Seq. ID LIB3146-015-Q1-K1-G8 

Method BLASTX 

NCBI GI g2827300 

BLAST score 164 

E value 6.0e-12 

Match length 60 

% identity 55 

NCBI Description (AF042068) MADS-box protein NMH 7 [Medicago sativa] 

Seq. No. 213259 

Seq. ID LIB3146-015-Q1-K1-H10 

Method BLASTX 

NCBI GI g4210948 

BLAST score 196 

E value 7.0e-27 

Match length 89 

% identity 74 

NCBI Description (AF085275) DnaJ protein [Hevea brasiliensis] 

Seq. No. 213260 




29662 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-015-Q1-K1-H12 

BLASTX 

g2809246 

375 

4.0e-36 

123 

61 

(AC002560) 



F2401.15 [Arabidopsis thaliana] 



213261 

LIB314 6-015-Q1-K1-H3 

BLASTX 

g4006921 

550 

1.0e-56 

142 

75 

(Z99708) putative protein [Arabidopsis thaliana] 
213262 

LIB3146-015-Q1-K1-H6 

BLASTX 

g2129675 

257 

1.0e-22 

83 

55 

probable chlorophyll synthetase G4 - Arabidopsis thaliana 
>gi_972938 (U19382) putative chlorophyll synthetase 
[Arabidopsis thaliana] >gi_3068709 (AF049236) putative 
chlorophyll synthetase [Arabidopsis thaliana] 

213263 

LIB3146-015-Q1-K1-H7 

BLASTX 

g2160172 

326 

1.0e-30 

93 

66 

(AC000132) No definition line found [Arabidopsis thaliana] 
213264 

LIB3146-015-Q1-K1-H8 

BLASTX 

g3785977 

572 

3.0e-59 

131 

83 

(AC005560) 
thaliana] 



putative growth regulator protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



213265 

LIB3146-016-Q1-K1-A12 

BLASTX 

g3250679 



29663 



BLAST score 


245 


E value 


/ . ue — z i 


Match lengtn 


O / 


% identity 


o4 


NCBI Description 


tAi_iUz44ob; purauive protein LAraDiuopsis tndiidiidj 


Seq. No. 


01 o o 


beq. iu 


t m^i /i ai — wi -2,0 


Method. 


DJ-t/lO ± A 


NCBI GI 


g3184285 


BLAST score 


214 


E value 


z • ue — i / 


Matcn lengtn 


oil 


% identity 


/ 0 


NCBI Description 


IHI/UUtIjDJ nypOT-.neT,lCai piOUSUl |_riira.JJlClOpblb LIleHlcLila. 


Seq. No. 




beq. 1U 


lilno!4 b — UlD-yi — i\l — A4 


Method 


r>T 7V OTV 


NCBI bl 


gozb4o(Jo 


BLAST score 


o a c 

zUo 


E value 


3.0e-16 


Match length 


45 


^ identity 




NCBI Description 


(AF071788) phosphoenolpyruvate carboxylase [Arabidops 




tnaliana] >gi 4079630 emb CAA10486_ (AJ131/10) pnospn 




enole pyruvate carboxylase [Arabidopsis thaliana] 


Seq. No. 


213268 


Seq. ID 


L1J3314 b-Ulb-yi— Kl-Ao 


Method 


BLAbTX 


NCBI GI 


g2765837 


BLAST score 


236 


E value 


rr r\ ^ OA 

o . Ue-zO 


Match length 


I f 


% identity 


70 


NL-oi Description 


(Zjybyobj NAriDKua protein LHraDiaopsis iznananaj 


Seq. No. 


213269 


beq. ID 


Llr>314 b — Ulb-yi-£\l— by 


Method 


nT T\n rpxT 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


5.0e-09 • 


Match length 


D 1 


% identity 


44 


NCBI Description 


Xenopus laevis cDNA clone z /Ad-1 


Seq. No. 


O *I TOT A 

213270 


beq. ID 


L1B314 b— Ulb-yi _ j\l— Oil 


Method 




Krr , nT r*T 
INL/Dl bl 


gz4 DUZUU 


BLAST score 


322 


E value 


7.0e-30 


Match length 


102 


% identity 


62 


NCBI Description 


(AF020833) eukaryotic translation initiation factor 3 



29664 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



subunit [Homo sapiens] 
213271 

LIB3146-016-Q1-K1-C2 

BLASTX 

g4490732 

167 

8.0e-20 

59 

88 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

213272 

LIB3146-016-Q1-K1-C7 

BLASTX 

g3776031 

457 

9.0e-46 

111 

82 

(AJ010477) RNA helicase [Arabidopsis thaliana] 



213273 

LIB3146-016-Q1-K1-C9 

BLASTX 

g2792297 

226 

1.0e-18 

70 
56 

(AF039183) GAST-like gene product 



[Fragaria x ananassa] 



213274 

LIB3146-016-Q1-K1-E11 

BLASTX 

g4107276 

356 

5.0e-34 

97 

73 

(X98506) acetyl-CoA synthetase 
213275 

LIB314 6-016-Q1-K1-E2 

BLASTX 

g4490705 

555 

3.0e-57 

130 

86 

(AL035680) 
thaliana] 



[Solanum tuberosum] 



ribosomal protein L14-like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



213276 

LIB3146-016-Q1-K1-E6 
BLASTX 



29665 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3873707 
231 

3.0e-19 

99 

48 

(Z73102) Similarity to B.subtilis DNAJ protein 
(SW:DNAJ_BACSU) ; cDNA EST yk437al.5 comes from this 
[Caenorhabditis elegans] 



gene 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



213277 

LIB3146-016-Q1-K1-F11 

BLASTX 

g417103 

573 

2.0e-59 

114 

100 

HISTONE H3.2, MINOR >gi_282871jpir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa ]L >gi_488577 (U09465) histone H3.2 
[Medicago sativa f >gi_510911_emb_CAA56153_ (X7 9714) histone 
H3 [Lolium temulentum] >gi_1435157__emb_CAA58445_ (X83422) 
histone H3 variant H3 . 3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755__emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

213278 

LIB3146-016-Q1-K1-F12 

BLASTX 

g!345698 

530 

3.0e-54 

99 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 
(CAB-151) (LHCP) >gi_99601_pir_S20917 chlorophyll 
a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

213279 

LIB3146-016-Q1-K1-F4 

BLASTX 

g25€9938 

366 

2.0e-35 



29666 




Match length 88 

% identity 80 

NCBI Description (Y15193) GAI [Arabidopsis thaliana] 

Seq. No. 213280 

Seq. ID LIB3146-016-Q1-K1-F7 

Method BLASTX 

NCBI GI g2789660 

BLAST score 515 

E value 2.0e-52 

Match length 127 

% identity 76 

NCBI Description (AF040102) pl05 [Arabidopsis thaliana] 

Seq. No. 213281 

Seq. ID LIB3146-016-Q1-K1-F8 

Method BLASTX 

NCBI GI gl255852 

BLAST score 186 

E value 7.0e-14 

Match length 110 

% identity 32 

NCBI Description (U53339) simmilar to enoyl-CoA hydratases [Caenorhabditis 
elegans] 

Seq. No. 213282 

Seq. ID LIB3146-016-Q1-K1-F9 

Method BLASTX 

NCBI GI g2789660 

BLAST score 322 

E value 4.0e-30 

Match length 93 

% identity 69 

NCBI Description (AF04 0102) pl05 [Arabidopsis thaliana] 

Seq. No. 213283 

Seq. ID LIB3146-016-Q1-K1-G1 

Method BLASTX 

NCBI GI g4580463 

BLAST score 173 

E value 2.0e-12 

Match length 43 

% identity 81 

NCBI Description (AC006081) unknown protein [Arabidopsis thaliana] 

Seq. No. 213284 

Seq. ID LIB3146-016-Q1-K1-G10 

Method BLASTX 

NCBI GI g2582639 

BLAST score 408 

E value 6.0e-40 

Match length 115 

% identity 71 

NCBI Description (AJ002414) hnRNP-like protein [Arabidopsis thaliana] 

Seq. No. 213285 

Seq. ID LIB3146-016-Q1-K1-G4 



29667 



lyieunoa t 


-D-LltiO i IN 


NCBI GI 


g2582638 


BLAST score 


41 


E value 


z . ue-14 


Match length 


foy 


% identity 


90 


NCBI Description 


Araoioosis tnanana itiKJNri nor a nnKiNr luce protein 


Seq. No. 


Zl JZOO 


beq. ID 


t tdti a c ni c rii t^i r*R 


Method. 


Ojjiib J. A 


NCBI GI 


g606648 


BLAST score 


315 


E value 


o n oft 

J . Oe-zy 


Match length 


78 


% identity 


78 


NCBI Description 


(U09612) alpha tubulin [Leishmania donovani] 


Seq. No. 


213287 


beq. id 


IjI DO 1 4 0~U 10~^l~n.l""VaO 


Method 






go duuu o y 


BLAST score 


399 


E value 


3.0e-39 


Match length 




% identity 


81 


NCBI Description 


(AF080119) similar to Schizosaccharomyces pombe isp4 




protein (GB:D14061) [Arabidopsis thaliana] 


Seq. No. 


213288 


Seq. ID 


t tooi a c m c r\i l^i tji 
1i1Bo14 b— Ulb~Ui-"l\l-nl 


Method 


nr A O rpv 


NCBI GI 


glo4 boUZ 


BLAST score 


1 O *7 

lo / 


E value 


4.0e-14 


Match length 


37 


% identity 


yz 


NCBI Description 


PROFILIN 1 >gi 1076516 pir S49ool proriiin - Kidney 




>gi 556836 emb CAA57508 (X81982) profilm [Phaseolus 




vulgaris] 


Seq. No. 


213289 


Seq. ID 


LIBJ14 0-U16-Q1-K1— H2 


Method 


DiiAblA 


NCBI GI 


g4191782 


BLAST score 


636 


E value 


1. Oe-66 


Match length 


140 


% identity 


84 


NCBI Description 


(AC005917) WD-40 repeat protein [Arabidopsis thaliana 


Seq. No. 


213290 


Seq. ID 


LIB314 6-016-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2267139 


BLAST score 


142 


E value 


4.0e-09 



29668 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31 
87 

(AF008910) 



ubiquit in-conjugating enzyme [Prunus armeniaca] 



213291 

LIB314 6-017-Q1-K1-A1 

BLASTX 

g!946355 

403 

2.0e-39 

131 

55 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



beq. mo. 


ZloZ 3Z 


beq. ID 


T X T"> O 1 A f~ A1 n r\ 1 TV 1 71 1 A 

LIBo 14 6-0 17 -Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl743354 


BLAST score 


583 


E value 


2.0e-60 


Match length 


133 


% identity 




LNt^oi Description 


(lUyy/oJ aldehyde dehydrogenase (NAD+) [Nicot 


Seq. No. 


213293 


Seq. ID 


LIB314 6-017-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3047123 


BLAST score 


419 


E value 


4.0e-60 


Match length 


137 


% identity 


78 


jmubi Description 


(AF058919) similar to the family of glycosyl 




[Arabidopsis thaliana] 


Seq. No. 


213294 


Seq. ID 


LIB3146-017-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


gl67346 


BLAST score 


35 


E value 


4.0e-10 


Match length 


75 


% identity 


87 


NCBI Description 


Gossypium hirsutum Lea5-A late embryogenesis- 




protein (Lea5-A) gene, complete cds 


Seq. No. 


213295 


Seq. ID 


LIB3146-017-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gll70368 


BLAST score 


199 


E value 


2.0e-15 


Match length 


52 


% identity 


75 



NCBI Description MITOCHONDRIAL HEAT SHOCK 22 KD PROTEIN PRECURSOR 



29669 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2129884_pir S59528 heat shock protein 22 precursor 

garden pea >gi_773581_emb_CAA60120_ (X86222) heat shock 
protein [Pisum sativum] 

213296 

LIB3146-017-Q1-K1-B11 

BLASTX 

g2583130 

152 

7.0e-10 

109 

38 

(AC002387) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213297 

LIB3146-017-Q1-K1-B12 

BLASTX 

g2213590 

363 

1.0e-34 

137 

55 

(AC000348) T7N9.10 [Arabidopsis thaliana] 
213298 

LIB3146-017-Q1-K1-B2 

BLASTX 

g2583123 

272 

3.0e-24 

101 

57 

(AC002387) 
thaliana] 



putative nucleotide sugar epimerase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



213299 

LIB3146-017-Q1-K1-C1 

BLASTX 

g2501498 

295 

1.0e-26 

128 
44 

FLAVONOL 3-O-GLUCOSYLTRANSFERASE (UDP-GLUCOSE FLAVONOID 

3-O-GLUCOSYLTRANSFERASE) >gi_107 6656_pir S51767 glycosyl 

transferase - eggplant >gi_607192_emb_CAA54558_ (X77369) 
glycosyl transferase [Solanum melongena] 

213300 

LIB3146-017-Q1-K1-C10 

BLASTX 

gll74718 

563 

4.0e-58 

141 

76 



29670 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 

>gi_322579_pir JQ1674 receptor protein kinase TMK1 (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 

213301 

LIB3146-017-Q1-K1-C2 

BLASTX 

g224293 

331 

5.0e-31 

68 

97 

histone H4 [Triticum aestivum] 
213302 

LIB3146-017-Q1-K1-C6 

BLASTX 

g4138265 

158 

6.0e-ll 

42 
62 

(AJ006228) 
tabacum] 



Avr9 elicitor response protein [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213303 

LIB3146-017-Q1-K1-C7 

BLASTX 

gll72556 

498 

2.0e-50 

137 

73 

36 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
(POM 36) >gi_629729_pir S46925 porin II, 36K - potato 

>gi_1076681_pir B55364 porin (clone pPOM 36.2) - potato 

mitochondrion >gi_515360_emb_CAA56600_ (X80387) 36kDA porin 

II [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI- 
BLAST score 



213304 

LIB3146-017-Q1-K1-C8 

BLASTX 

g2981131 

181 

4.0e-15 

67 
73 

(AF052570) AGAMOUS homolog [Populus balsamifera subsp. 
trichocarpa] 

213305 

LIB3146-017-Q1-K1-C9 

BLASTX 

g3128228 

581 



29671 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-60 

134 
81 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

213306 

LIB3146-017-Q1-K1-D12 

BLASTX 

gl708971 

174 

2.0e-12 

71 

42 

(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 
(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 

>gi_421871_pir S32156 mandelonitrile lyase (EC 4.1.2.10) - 

black cherry >gi_288116_emb_CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi_1730332 (U78814) 
(R) -(+) -mandelonitrile ~ lyase isoform MDL1 precursor [Prunus 

serotina] >gi_1090776_prf 2019441A mandelonitrile lyase 

[Prunus serotina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213307 

LIB3146-017-Q1-K1-D2 

BLASTX 

g3334138 

276 

9.0e-25 

93 

61 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 
[Glycine max] 



(U20502) calnexin 



213308 

LIB3146-017-Q1-K1-D3 

BLASTX 

g2465923 

165 

2.0e-ll 

138 
33 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

213309 

LIB3146-017-Q1-K1-D7 

BLASTN 

g2264317 

45 

4.0e-16 

124 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 



29672 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213310 

LIB3146-017-Q1-K1-D8 

BLASTN 

gl066312 

64 

1.0e-27 

168 
85 

Cloning vector TLF97-3, phage lambda lacZ translational 
fusion vector, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213311 

LIB3146-017-Q1-K1-E12 

BLASTX 

g2583130 

144 

6.0e-09 

106 

34 

(AC002387) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213312 

LIB3146-017-Q1-K1-E2 

BLASTN 

g3869075 

47 

2.0e-17 

155 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213313 

LIB3146-017-Q1-K1-E6 

BLASTX 

g2281093 

276 

3.0e-48 

134 

78 

(AC002333) beta transducin isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213314 

LIB3146-017-Q1-K1-E7 

BLASTX 

g3935168 

306 

6.0e-28 

78 

69 

(AC004557) F17L21.11 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



213315 

LIB3146-017-Q1-K1-F3 

BLASTX 

g3047080 



29673 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285 

2.0e-25 

110 

55 

(AF058914) contains similarity to Arabidopsis thaliana 
DNA-damage -repair /tolerance resistance protein DRT111 
(SW:P42698) [Arabidopsis thaliana] 

213316 

LIB3146-017-Q1-K1-F4 

BLASTX 

g4455293 

135 

4.0e-ll 

93 
52 

(AL035528) putative protein [Arabidopsis thaliana] 
213317 

LIB314 6-017-Q1-K1-G2 

BLASTX 

g2500345 

450 

7.0e-45 

128 

71 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG (HIGH MOBILITY 
GROUP-LIKE NUCLEAR PROTEIN 2 HOMOLOG) 

>gi_2618578_dbj_BAA23363_ (D50420) OTK27 [Homo sapiens] 
>gi_3859990 (AF091076) OTK27 [Homo sapiens] 

>gi_1589072_prf 2210268A nuclear protein-NHP2-like protein 

[Homo sapiens] 

213318 

LIB3146-017-Q1-K1-G4 

BLASTX 

g400650 

170 

5.0e-12 

96 

36 

NADH-UBIQUINONE OXIDOREDUCTASE 13 KD-B SUBUNIT (COMPLEX 

I-13KD-B) (CI-13KD-B) (B13) >gi_346535_pir S28244 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain CI-B13 - 
bovine >gi_238_emb_CAA44 903_ (X63218) NADH dehydrogenase 
[Bos taurus] 

213319 

LIB314 6-017-Q1-K1-G7 

BLASTX 

g2558962 

406 

1.0e-39 

97 

89 

(AF025667) histone H2B1 [Gossypium hirsutum] 



29674 



oeq. WO» 


91 ^90 


Ocvj • 1U 


T TR^I 4fi-f)1 7— 01 -PCI -H4 




DJjnO 1A 


NCBI GI 


g2244807 


BLAST score 


197 


E value 


O flea — 1 R 


rictLOll icily Lll 


lift 
110 


^ luentiLy 


4 ft 


J-N J_ UCO^J L. -L WIX 


\ Lk ZJ 1 JJU j i.l_y£JVJ UllC t — LLQl piU LC111 [Xll diJXUUpDXO L.lld_L -LdlXCl J 


O /—i ^"T VT 

oeq. JNO. 


91 ^"391 
ZIjjZI 




T TR^I 4£-f)1 7— r>1 — Pf 1 -u; 

JjJ.djI4D ui / yi j\i rij 


Mat* H nH 


JD J_Lrt.O XA 


JNCbl bl 


gi / uoj / 0 


BLAST score 


567 


E value 


1.0e-58 


xyiatcn lengcn 


I 1 1 

II / 


% identity 


y b 


jnod-l uescripnon 


AJJr— KlioUb I J_iAl 1ULN r/iL,lUK 1 >gi yb04oJ CLDJ biiAUo^oy (U404 




ucAKr i Luaucus caroraj 


beq. jno. 




beq» iu 


J_i1J3,j14 O — Ulo~yi"~i\l""/ilU 




JdLiAo 1A 


NCBI GI 


gl813329 


BLAST score 


193 


E value 


/ . ue— id 


Match length 


CO 
JO 


% identity 


b / 




^fiJDUUUOo/; ni*lb 1 [Laliavalla giaQlaUaj 


beq. No. 




Can- T H 

oeq. id 


T TT5*31 /I £ — 01 Q_ri1 —'K'l _7i 1 1 
LilJ30l4 0~Ulo - J\l— Al 1 


lYlfcr LliULl 


rSLiriOl A 


NCBI GI 


g4063748 


BLAST score 


136 


E value 


1 ft a n 0 
1 . ue— Uo 


Match length 


A A 


% identity 


C A 


iNuoj. uesciiption 


(AC005851) unknown protein [Arabidopsis thaliana] 


beq. No. 


zlo Jz4 


oeq. iu 


l»lr>014 D UlO yi"J\l"Aj 




"RT jE1<5TV 
oi-irio 1 A 


NCBI GI 


g4539350 


BLAST score 


263 


E value 


/ . ue-zo 


Match length 


by 


% identity 


D / 


WPDT flaon vi r^+- A /-\t-i 

iNurs-L uescnption 


(AL035539) putative pectinesterase [Arabidopsis thaliana 


Seq. No. 


213325 


Seq. ID 


LIB3146-018-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3643609 


BLAST score 


339 


E value 


6,0e-32 



29675 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



72 
79 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 



213326 

LIB3146-018-Q1-K1-A5 

BLASTX 

g3135693 

436 

3.0e-43 

128 

62 

(AF064201) glutathione 



S-transferase [Gossypium hirsutum] 



213327 

LIB314 6-018-Q1-K1-A6 

BLASTX 

g2129742 

275 

2.0e-24 

75 

65 

stress-induced protein 0ZI1 precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_2252869 (AF013294) No 
definition line found [Arabidopsis thaliana] 

213328 

LIB3146-018-Q1-K1-B10 

BLASTX 

g3212610 

188 

3.0e-14 

101 
42 

Chain A, Sulfite Oxidase From Chicken Liver 
>gi_3212611_pdb_lSOX_B Chain B, Sulfite Oxidase From 
Chicken Liver 

213329 

LIB314 6-018-Q1-K1-B11 

BLASTX 

g4510364 

198 

2.0e-15 

94 
49 

(AC007017) hypothetical protein [Arabidopsis thaliana] 
213330 

LIB3146-018-Q1-K1-B12 

BLASTX 

g4510364 

154 



29676 




E value 




Ma r cn i engr n 


on 


% identity 


a a 
4o 


NCBI Description 


(AC007017) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


213331 


beq. iu 


t Tmi >i a m q r\i t^i m 


LYlc t IIOQ 


OJ-ltLo 1 IN 






BLAST score 


35 


E value 


3.0e-10 


iyiar.cn i engrn 


1 H7 
IU / 


% identity 




jnudI Description 


Arabidopsis thaliana chromosome II BAC T27K22 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


213332 


oeq. iu 


±jlbol4 b— Ulo-yi— i\l-rso 


tie ciitjtj. 


P.T aQTV 


NCBI GI 


g2281090 


BLAST score 


290 


Hi vaiue 


j . ue / o 


Match length 


yo 


-s identity 


b3 


NCBI Description 


(AC002333) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


213333 


Seq. ID 


LIB314 6-018-Q1-K1-B8 


Method 


DT TV CfV 




g4 IU ooZ4 


BLAST score 


496 


E value 


3.0e-50 


jxiatcn lengtn 


145 


% identity 


DO 


NCBI Description 


(AF022716) GDP-mannose pyrophosphorylase [Solanum 




tuberosum] 


Seq. No. 


213334 


beq. iu 


LI bo 14 D— Ulo-yl— Kl-J5y 


ixie tiiuu. 


Dli/iO 1 A 


NCBI GI 


g3036808 


BLAST score 


161 


E value 


4 . Ue-ll 


Mat en length 


77 


% identity 


48 


jnudI Description 


(ALuzz3/3) DnaJ-like protein [Arabidopsis thalianaj 


Seq. No. 


213335 


Seq. ID 


LIB314 6-018-Q1-K1-C1 


Method 


DT T\ CTIV 


NCBI GI 


g3551838 


BLAbl score 


234 


E value 


1.0e-19 


Match length 


52 


% identity 


87 


NCBI Description 


(AF070967) SKPl-like protein [Nicotiana Cleveland!!] 




29677 




beq. no. 


zU Job 


beq. ID 


T TT3 "3 1 4 £ — fl 1 P — A1 — T<rl — P 1 1 


L v iC CHUG 




NCBI GI 


g4210948 


BLAST score 


244 


E value 


1 . ue-4 1 


Match length 


1UU 


$ identity 


H Q 
1 0 


NCBI Description 


vAruooz/oj unaj protein [nevea Drasinensisj 


Seq. No. 


01 


beq. 1JJ 


.L1.D014 D Ulu yx M U 


jyietnou 


DJ-triO 1 A 




g4zU0ZU 0 


BLAbx score 


Z / D 


E value 


3.0e-24 


Match length 


140 


% identity 


4 o 


NCBI Description 


(Aru/ioz/j putative m— type tnioreaoxm [AraDiaopsis 




tnalianaj >gi 4zooUoy go AADi5ouo (Aouuoi^z) putative 




n type Lnioreuuxin [iirajjiuopoib uiiaj.-Lcii.ictj 


Seq. No. 


zloooo 


beq. iu 


lil DO 14 D U la ^1 M 


Method 


BLASTX 


NCBI GI 


g3122060 


BLAST score 


1 Art 

199 


E value 


8.0e-16 


Match length 


51 


% identity 


75 


NCBI Description 


hLiCjiSlvaAl 1UJN rAulUK 1— ALrnA (br — l-AlirxlAJ 




>gi zo9ooo/ erriD CaA1uo4 / (AJzzzo/yj elongation ractor 




i-aipna vrjri— a; [Vicia raoaj 


Seq. No. 


213339 


Seq. ID 


LI Bo 14 b-Ulo-Ql-Kl-C / 


Method 


BLASTX 


NCBI GI 


g3036812 


BLAST score 


289 


E value 


6. Oe-26 


Match length 


103 


% identity 


53 


NCBI Description 


(ALUzzo/o) aim— HKe protein [AraDiaopsis tnalianaj 


Seq. No. 


213340 


beq. iu 


Llbo 14 b"U lo — yi — J\l— JJ1 


Method 


qt ]\o rpv 

BLAd 1 A 


NCBI GI 


g4539345 


BLAST score 


447 


E value 


z . Oe-44 


Match length 


129 


% identity 


70 


NCBI Description 


(AL035539) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


213341 


Seq. ID 


LIB3146-018-Q1-K1-D11 


Method 


BLASTX , 



29678 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll€8555 
334 

1.0e-31 

90 

77 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL (PKIWI505) 

>gi_1085656_pir S48039 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain - kiwi fruit (fragment) >gi_450243 
(L27812) 'beta subunit of ATP synthase' [Actinidia 
deliciosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213342 

LIB3146-018-Q1-K1-D5 

BLASTX 

g3328221 

580 

5.0e-60 

143 

76 

(AF076920) thioredoxin peroxidase [Secale cereale] 



213343 

LIB3146-018-Q1-K1-E11 

BLASTX 

gl702983 

261 

8.0e-23 

108 

50 

AUXIN-REPRESSED 12.5 
hypothetical protein 



S11850 



KD PROTEIN >gi_99855_pir 

- garden strawberry 
>gi_22573_emb__CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 

213344 

LIB3146-018-Q1-K1-E12 

BLASTN 

g3821780 

37 

2.0e-ll 

37 

100 

Xenopus laevis cDNA clone 27A6-1 



213345 

LIB3146-018-Q1-K1-E2 

BLASTX 

g481828 

292 

3.0e-26 

64 

78 

5B protein - tomato >gi_415833_emb_CAA80273_ 
protein [Lycopersicon esculentum] 



(Z22553) 5B 



Seq. No. 



213346 



29679 



OC^t ±u 


T TR^1 A £ — fl 1 fi — Pil — Ef1 — TT^ 
liloolfi O UlO yi J\l £jJ 


l ie L11UU 


Oi-LflO J. A. 


KTPRT PT 


rrl A R P 9 A R 
gi40 OZ 4 0 


JDlirlo 1 oCOLc 


Z 0 / 


£1 Value 


1 . ue Z 0 


Match length 


140 


% identity 


46 


NCBI Description 


tuo4o o4 j coueu tor oy u. eiegans cjjjna cmi/ai; coded tor . 




C. eiegans cDNA cin7gl; coded for by C. eiegans cDNA 




CEMSE26F; similar to methyltransf erases [Caenorhabditis 




eiegans j 


beq. NO . 




bt?q. llJ 


T TR^I A £> — Pll Q_ri1 — ET1 — TT/1 
LlDOl^O U10 y 1 rv.1 Hi*± 




Dlirio I A 


NCBI GI 


g3776005 


BLAST score 


595 


E value 


/ . ue- OZ 


Match length 


1 on 

Iz / 


-s identity 


0 0 
CO 




/ 7\ ,Tf\ 1 f| A £. \ RM71 hoi t p^oq rflraKi r\r^y-\<s i c f hal 1 anal 

\Auuiu^oo; r\iN/i neiicase t-fiiaoiciopsis unananaj 


seq. No, 


zl3 J4o 


<2£±rr TVs 

o6q. 1U 


J_ilr50l4 D — U 10" yi — £iO 




Olirib 1 IN 


NCBI GI 


g3821780 


BLAST score 


37 


E value 


2 . Oe-11 


Match length 


37 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No, 


21334 9 


beq. iu 


t Tmi a a m q r\"\ n"\ t?q 
iiirs j 14 0— uio— yi-Jxi-hy 


^ +- V> /-J 


O-Lilb 1 A 


Mr , 'RT PT 
INOBl bl 


/vCO CO/I 1 

go 0 jz^i 


BLAST score 


207 


E value 


2.0e-16 


Matcn lengtn 


/ y 


% identity 


0 y 


NCBI Description 


HISTONE HI >gi_629668_pir S45662 histone HI - tomato 




>gi_4z4iuu (UUJ391) histone HI [Lycopersicon esculentum] 


beq. No. 


213350 


beq. iu 


LI Bo 14 o-Ulo-yi-Kl-Fl 


Method 


nj t\ n mv 

bLAb 1 A 


JNUol Lrl 


goo / / ozu 


BLAST score 


172 


E value 


3.0e-12 


Matcn length 


oO 


% identity 


oO 


NCBI Description 


(AF07 6275) contains similarity to coatomer zeta chains 




[Arabidopsis thaliana] 


Seq. No. 


213351 


Seq. ID 


LIB3146-018-Q1-K1-F10 


Method 


BLASTX 



29680 



NCBI GI 


g4580456 


BLAST score 


331 


E value 


t * L/C «J i 




-L 1 J 


^ laentity 




NPRT Dpc;rri nf i on 


^ APODfiOfil \ nnlfnnwTi nrntpi n TAT^lni Hnnqi <5 i anal 


C /-i tJr\ 
DcCJ. 1NO. 




Oc^ • ±u 








NCBI GI 


g2911054 


BLAST score 


165 


E value 


o o^-i 1 

/L • Uc 1 1 


i v ia. ten lengtn. 


1 1 O 
ilJ 


is identity 


^R 


K1PRT nocpT* 1 ! T*i"h i nn 
INL^JDJ. ucoLixp LXUll 


f AT.O 9 1 Q £ 1 \ nnf a +■ "i tro nrnfoi n r J\rahi Hnn qtq 'hVialiATiAl 

^ ZT_I_J L/ Z. -L .7 \J -L y L> U. L.CI L» -L v C kJ -L L. C -L 1 1 [_ .fi-l- aUX LAW kJ O -L O UlldX J_ CLlld J 


beq. ino . 


91 




iiiDjiiu uio v-L rvj_ ro 






NCBI GI 


g!653513 


BLAST score 


278 


Cj value 


1 Ho— 94 
i . ue £<± 


lyicitcn lengtn 


i n*^ 

IUj 


% identity 


01 




^u^u_?i^ij xiypt? uiie t-iocii pioLciii l o y lie oiio (-.y o Lib ib^j. j 


beq. no. 


zlooo4 




t tr^i oi ft— m — p<ri _t?q 
LiDji*tu uio yi jai c y 


L v le U.ilvJLl 


RT A<5TV 


NCBI GI 


g3128177 


BLAST score 


308 


Cj value 


9 Do— 9Q 

<i • ue z 0 


Match length 




identity 


0 1 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 


beq. No. 


zl 5 Joo 


beq. iu 


1i1J3o14 0 U lO yl J\l bl 


Metnoa 


Dli/ib i A 


NCBI GI 


g2970051 


BLAST score 


243 " 


E value 


9 np-9n 


LYldUCIl Idly til 




i> lQcniiLy 


00 


nudi Description 


t/irjuiziiu; AKbiu [vigna raaiauaj 


beq. jno . 




oeq. iu 


L1dj14u~U1o yi J\l blU 




DJjHO 1 A 


NCRT (IT 

iN\_>D J. L3.L 


rr4H4 Q*^4 


BLAST score 


311 


E value 


2.0e-28 


Match length 


123 


% identity 


50 


NCBI Description 


(AL034567) putative protein [Arabidopsis thaliana] 



29681 



beq. NO. 


O 1 

iiOJO / 




lil DO 14 0 UlO (jl J\l \JJ 


Mot- VioH 




NCBI GI 


gl350720 


BLAST score 


384 


E value 


o . ue— o / 


Match length 


Q Q 


% identity 


/ 6 


NCBI Description 


bub KlBObOMAli PK(JJ.il.lN 


Seq, No, 




dorr T P> 


T TR^1 A£ — Cll Q_A1 _'cri _ C A 
JjId J 14 D UiO yl M 


i it; liiuu 




NfRT (ZT 


rrl fi7fi££ft 
y i u / DDuo 


oJjAbi score 


bbo 


E value 


8.0e-70 


Match length 


138 


% identity 


Q Q 
00 


NCBI uescriptxon 


NADH dehydrogenase (EC 




>gi_o398 34 emb CAA5882 




[Solanuiti tuberosum] 


Seq. No. 


zloooy 


beq. lu 


lil do 14 b— Ulo— QL— i\l — bb 






NCBI GI 


g3913192 


BLAST score 


233 


E value 


2.0e-19 


Match length 


99 


% identity 


47 



,6.99.3) - potato 
(X83999) NADH dehydrogenase 



NCBI Description 



CYTOCHROME P450 93A1 >gi_2129824__pir S62899 cytochrome 

P450 (CYP93 Al) - soybean >gi_1232111_dbj_BAA12159__ 
(D83968) Cytochrome P-450 (CYP93A1) [Glycine max] 
>gi_1588679_prf 2209281A cytochrome P450 [Glycine max] 



Seq. No. 


213360 


Seq. ID 


LIB3146-018-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3123745 


BLAST score 


184 


E value 


6.0e-14 


Match length 


73 


% identity 


53 


NCBI Description 


(AB013447) aluminum-induced 


Seq. No. 


213361 


Seq. ID 


LIB3146-018-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2257598 


BLAST score 


116 


E value 


6.0e-14 


Match length 


85 


% identity 


61 


NCBI Description 


(AB005551) phosphoglycerate 


Seq. No. 


213362 


Seq. ID 


LIB3146-018-Q1-K1-H2 



29682 



II 



Method" ^ " 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLA5TN . - 

g2264304 

36 

9.0e-ll 

88 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBG8, complete sequence [Arabidopsis thaliana] 

213363 

LIB3146-018-Q1-K1-H9 

BLASTX 

g4115923 

276 

1.0e-24 

90 
58 

(AF118222) contains similarity to ubiquitin 
carboxyl-terminal hydrolase family 2 (Pfam: PF00443, 
score=40.0, E=5.2e-08, N=l) and (Pf am: PF00442, Score=37.9 
E=5.3e-10, N-l) [Arabidopsis thaliana] 

213364 

LIB3146-019-Q1-K1-A10 

BLASTX 

g2842480 

577 

1.0e-59 

137 

55 

(AL021749) 
thaliana] 



ADP, ATP carrier-like protein [Arabidopsis 



213365 

LIB3146-019-Q1-K1-A2 

BLASTX 

g267131 

219 

6.0e-18 

85 
48 

NUCLEOLYSIN TIAR (TIA-1 RELATED PROTEIN) 

>gi_423120_pir A46174 RNA-binding protein TIAR - human 

>gi_189310 (M96954) nucleolysin TIAR [Homo sapiens] 
>gi_4507499_ref_NP_003243.1__pTIALl_ TIA1 cytotoxic 
granule-associated RNA-binding protein-like 

213366 

LIB3146-019-Q1-K1-A9 

BLASTX 

g3702321 

277 

2.0e-24 

88 

40 

(AC005397) putative TGF-beta receptor interacting protein 
[Arabidopsis thaliana] 



29683 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213367 

LIB3146-019-Q1-K1-B1 

BLASTX 

gl065484 

203 

5.0e-16 

117 

32 

(U40415) similar to S. cerevisiae LAG1 (SP:P38703) 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213368 

LIB314 6-019-Q1-K1-B4 

BLASTX 

g417103 

410 

2.0e-40 

83 

98 

HISTONE H3.2, MINOR >gi__282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4 490754_emb__CAB38916 (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi__44 90755_emb_CAB38917 . 1__ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213369 

LIB3146-019-Q1-K1-B6 

BLASTX 

gl00796 

629 

7.0e-66 

128 

91 

phosphoribulokinase (EC 2.7.1, 



19) - wheat 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



213370 

LIB3146-019-Q1-K1-B9 

BLASTX 

g3559816 

196 

4.0e-15 
51 



29684 



% ldenti%^ ^ 3i "73 - 

NCBI Description (Y15782) transketolase 2 [Capsicum annuum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213371 

LIB3146-019-Q1-K1-C11 

BLASTX 

gl703375 

539 

3. Oe-55 

111 

96 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_965483_dbj_BAA08259_ (D45420) 



Seq. No. 


213372 


Seq. ID 


LIB j14d-U19-Q1-K1~C1z 


Method 


BLASTX 


NCBI GI 


gll49569 


BLAbr score 




E value 


3 . Oe-21 


Match length 


81 


% identity 


62 


NCBI Description 


(ZtOUooi) hu— zip L^raoiaopsis rnaiianaj 


Seq. No. 


213373 


Seq. ID 


LIB314 6-019-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4490737 


BLAST score 


449 


E value 


8.0e-45 


Match length 


119 


% identity 


58 


NCBI Description 


(AL035708) putative protein [Arabidops 


Seq. No. 


213374 


Seq. ID 


LIB3146-019-Q1-K1-C4 


Method 


BLASTN 




—.O QOI *7 q n 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


37 


% identity 


61 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


213375 


Seq. ID 


LIB3146-019-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2281115 


BLAST score 


625 


E value 


2.0e-65 


Match length 


136 


% identity 


86 


NCBI Description 


(AC002330) putative cullin-like 1 prot 




thaliana] 


Seq. No. 


213376 


Seq. ID 


LIB3146-019-Q1-K1-D1 



protein [Arabidopsis 



29685 



Method 


flu 

BLASTX 


NCBI GI 


g629864 


BLAST score 


211 


E value 


6.0e-17 


Match length 


43 


% identity 


100 


NCBI Description 


histone 



H2B - garden asparagus >gi_563329_emb_CAA57778_ 
(X82362) histone 2B [Asparagus officinalis] 



Seq. No, 


O 1 "iT?! 

iloo / / 




beq. lu 


lib o 14 o-u i y— y i- 


■Jxl — 1J11 


TVAz!^ 4"* /™v /"4 


DT 7VQTM 






go O/L 1/oU 




DJj,rJ.O± ov^vj-Lfc; 


»J u 




E value 


8.0e-ll 




Match length 


36 




% identity 


100 




NCBI Description 


Xenopus laevis 


cDNA clone 27A6-1 


Seq. No. 


213378 




Seq. ID 


LIB3146-019-Q1- 


-K1-D2 


Method 


BLASTX 




NCBI GI 


g3860797 




BLAST score 


216 




E value 


2.0e-17 




Match length 


93 




% identity 


54 




NCBI Description 


(AJ235271) 30S 


RIBOSOMAL PROTEIN 



[Rickettsia 



prowazekii] 



Seq. No. 


213379 


Seq. ID 


LIB3146-019-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3047124 


BLAST score 


338 


E value 


8.0e-32 


Match length 


118 


% identity 


57 


NCBI Description 


(AF058919) No definit 


Seq. No. 


213380 


Seq. ID 


LIB3146-019-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g!362093 


BLAST score 


195 


E value 


1.0e-15 


Match length 


64 


% identity 


58 


NCBI Description 


hypothetical protein 



>gi 



one TPP15) - tomato (fragment) 
924632 (U20595) unknown [Solanum lycopersicum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



213381 

LIB3146-019-Q1-K1-D8 

BLASTX 

g4469Q25 

199 

9.0e-16 



29686 




'' Match length -\ -51 . 

% identity 44 

NCBI Description (AL035602) putative protein [Arabidopsis thaliana] 

Seq. No. 213382 

Seq. ID LIB3146-019-Q1-K1-D9 

Method BLASTX 

. NCBI GI g4262162 

BLAST score 252 

E value 1.0e-21 

Match length 109 

% identity 48 

NCBI Description (AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 



Seq. No. 


213383 


Seq. ID 


LIB314 6-019-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl362093 


BLAST score 


527 


E value 


6. Oe-54 


Match length 


125 


% identity 


76 


jmldi Description 


hypothetical protein (clone TPP15) - tomato (fragment) 




>gi_924632 (U20595) unknown [Solanum lycopersicum] 


Seq. No. 


213384 


Seq. ID 


LIB3146-019-Q1-K1-E10 


Method 


BLASTX 




gii / 10 / / 


BLAST score 


199 


E value 


5. Oe-16 


Match length 


52 


% identity 


77 


NCBI Description 


(X95343) hypersensitivity-related gene [Nicotiana tabacum] 


Seq. No. 


213385 


Seq. ID 


LIB3146-019-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g4008159 


BLAST score 


114 


E value 


2.0e-13 


Match length 


77 


% identity 


58 


NCBI Description 


(AB015601) DnaJ homolog [Salix gilgiana] 


Seq. No. 


213386 


Seq. ID 


LIB3146-019-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2252866 


BLAST score 


151 


E value 


7.0e-10 


Match length 


41 


% identity 


71 


NCBI Description 


(AF013294) contains region of similarity to SYT 




[Arabidopsis thaliana] 



29687 



Seq> No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213387 * " 

LIB3146-019-Q1-K1-E9 

BLASTX 

g4218115 

254 

8.0e-22 

119 

50 

(AL035353) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213388 

LIB3146-019-Q1-K1-F1 

BLASTX 

g730645 

542 

1.0e-55 

119 
90 

40S RIBOSOMAL PROTEIN S15 >gi_629556__pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA80679_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


213389 


Seq. ID 


LIB3146-019-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl236961 


BLAST score 


198 


E value 


2.0e-15 


Match length 


109 


% identity 


41 


NCBI Description 


(U50201) prunasin hydrolase precursor [Prunus serotina] 


Seq. No. 


213390 


Seq. ID 


LIB3146-019-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3319355 


BLAST score 


234 


E value 


2.0e-19 


Match length 


66 


% identity 


73 


NCBI Description 


(AF077407) similar to chaperonin containing TCP-1 complex 




gamma chain [Arabidopsis thaliana] 


Seq. No. 


213391 


Seq. ID 


LIB314 6-019-Q1-K1-F2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


37 


% identity 


61 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 



29688 



Sea No 


01 ^Q9 


Seq. ID 


LIB314 6-019-O1-K1-F4 


Method. 


BLASTX 


NCBI GI 


g4512699 


BLAST score 


189 


E value 


X • US X4 


Ma "f - Vi 1 o t> /"x"} - Vi 

i M ict loii xcxiytn 


77 


"5 lQenuixy 




VTPT1 T c? r%+* n An 

ini^jdx uescription 


(AC006569) putative NADH-ubiquinone oxireductase 




[Arabidopsis thaliana] 




91 ^^Q^ 


Sea. ID 




Method 


BLASTX 


NCBI GI 


gl236961 




407 


J—i vai Lie 




TyT -a ^ /-i V* T /-\ ■rt j"f 4~ V\ 

riatuii xengt.n 


1 "39 




DO 


ftT f" 1 T2 T I~^v ■>"■ n v\ -4~ *i v*» 

lnudi uescnption 


(U50201) prunasin hydrolase precursor [Prunus serotina] 






kJ Ci • 1U 


T.TR^I 4 £ — 01 Q— m — Pfl — P9 






NCBI GI 


g289920 


BLAST score 


709 


E value 


z • ue — / D 


natcn xengtn 


1/11 


% identity 


y / 


T n^crov-r r-\-f- n 

in^dx jJcbcnpLion 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


uc^« IN O • 


91 QTQt; 




T tr^1 A m G— m — pri _r*/i 

iilfijX4 D UX :7 I\X vj4 


Method 


BLASTX 


NCBI GI 


gl483228 




4 Jl 


E value 


o • ue — 4o 


jxiaxcn xengtn 


lz^ 




7 ^ 


NCBI Description 


(Xyyooj) MADS3 protein [Betula pendula] 




91 "3"3Q£ 

i 1 J J i70 




T TR91 4^ — 01 Q— Hi —Wl _U1 Pi 


Method 


BLASTX 


NCBI GI 


g732893 


DLLt\o l score 


A "5 £ 


E value 


4 . Ue-4o 


Match length 


83 


o lucULJ. Ly 


o p 
O 0 


NCBI Description 


(X85382) tobacco calretulin [Nicotiana tabacum] 


Seq. No. 


213397 


Seq. ID 


LIB3146-019-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g417073 



29689 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



255 ^ 
2.0e-22 
86 
57 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529j?ir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH- glutamate 
synthase [Medicago sativa] 

213398 

LIB3146-019-Q1-K1-H9 

BLASTX 

g872116 

621 

2.0e-65 

145 

35 

(X79770) sti (stress inducible protein) [Glycine max] 
213399 

LIB3146-020-Q1-K1-A11 

BLASTX 

g2499535 

500 

1.0e-50 

141 

71 

2-OXOGLUTARATE/MALATE TRANSLOCATOR PRECURSOR >gi_595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213400 

LIB3146-020-Q1-K1-A2 

BLASTX 

g3023751 

457 

7.0e-46 

112 

79 

70 KD PEPTIDYLPROLYL ISOMERASE (PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_107 6772__pir S55383 

peptidylprolyl isomerase {EC 5.2.1.8) - wheat 
>gi_854626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213401 

LIB314 6-020-Q1-K1-A5 

BLASTX 

g2191165 

161 

6.0e-ll 

60 
50 

(AF007270) 
thaliana] 



A_IG002P16.14 gene product [Arabidopsis 



Seq. No. 



213402 



29690 



Oc\^» X Lx 


XjXJO-_>X40 U--.U \J± J\X _->_-. 


J. iC L. i 1^_/LJ. 


U J-JX-.0 X tV 


NCBI GI 


g3219271 


BLAST score 


434 


Hi VciXUe 


o ■ ue ft o 


KjT —i 4- V*» "1 /~v t~i /-t 4- V> 

rJaLCfl lenyxn 


i m 


% identity 


O O 




f ZXRf! 1 R "3 1 R ^ MSP k i na<3e V"i naco A TZ\ rahi Hnri<! id fhal i anal 


oeq. JNO. 




OcCJi XJJ 


t tr?i as— n?ri— m — ki — r_i 

LiXD-JlflO U_CU ^1 J\X D*± 


LlC LI1UU 


OJ-iriO 1- A. 


MppT PT 


rrl 9^PR7 
yizo 0 0/ 


DXLClkJ 1 Ot-UlC 


91 S 


£j Value 


o no — 1 7 

j . ue x / 


Match length 


117 


% identity 


43 


"K"T f*^ "T" T^/^ /^t "V* t y\f* 1 /^-r% 

inl^idx uescr lpcion 


/iJNlnjZjK oJriLiL/XrXL/ __i_f_.ID_c jtKvJIJlIIN rK&UUKoUK 




/yi ozuyz pxr oUfi/DD xiAio/ protein precursor — nosiauo 




->gx z_?ooiz eniD lahojo d^i \aiooooj xjAIoz L-Ljycopersicon 




_____ ___■ jT^I T 1 /"S 4" 1 ITfl J 

escuienuuiLij 


beq. no. 


O 1 "3 A r\ A 


oeq. lu 




\A +• 


OXii-_.0 1 A 


J.M\_»-0 J. ul 


nA 

yiJlUJrl o 


BLAST score 


369 


E value 


2.0e-35 


Match length 


99 


% identity 


74 


NCBI Description 


(AC006921) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213405 

LIB3146-020-Q1-K1-B9 

BLASTX 

g3024386 

530 

3.0e-54 

139 

65 

POLYGALACTURONASE PRECURSOR <PG) (PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (U09717) polygalacturonase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213406 

LIB314 6-020-Q1-K1-C11 

BLASTX 

g2642153 

381 

9.0e-37 

96 

77 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_2795810 (AC003674) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 



213407 



29691 



-Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-020-Q1-K1-C12 

BLASTN 

g642263 

102 

3.0e-50 

258 
85 

R.enysii ITS2 and 28S rRNA gene (partial) 
213408 

LIB3146-020-Q1-K1-C2 

BLASTX 

g729442 

479 

3.0e-48 

125 

75 

PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR 
>gi_166380 (M80235) glucose-regulated endoplasmic reticular 
protein precursor [Medicago sativa] 

213409 

LIB3146-020-Q1-K1-C3 

BLASTX 

g4249382 

602 

1.0e-62 

129 
87 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

213410 

LIB3146-020-Q1-K1-C4 

BLASTX 

gl708292 

192 

1.0e-14 

74 

46 

HEAT -RESPONSIVE PROTEIN 12 >gi_1255116 (U50631) 
heat-responsive protein [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



213411 

LIB3146-020-Q1-K1-C7 

BLASTX 

g3386604 

605 

5.0e-63 

144 

75 

(AC004665) putative protein kinase [Arabidopsis thaliana] 
213412 

LIB3146-020-Q1-K1-C8 
BLASTX 



29692 



NCBI GI 


g2943792 


BLAST score 


673 


E value 


o . Ue- / 1 


Match length 


139 


% identity 


85 


NCBI Description 


(AiDUUboUy; c V / Z [UUCUrDlT-a sp . J 


Seq. No. 


213413 


Seq. ID 


t tooi a c Aon r\i _ v"i _pq 


Method 


DT 71 C""PV 


NCBI GI 


g4091804 


BLAST score 


268 


E value 


2 . Ue-zd 


Match length 


130 


% identity 


48 


NCBI Description 


(AF052584) CONSTANS-liJce protein 


Seq. No. 


213414 


Seq. ID 


LIB314 o-U2(J-Qi-Kl-L)l 


Method 


BLASTX 


NCBI^GI 


g2961300 


BLAST score 


606 


E value 


4 . Oe-63 


Match length 


126 


% identity 


93 


NCBI Description 


(AJ225027) ribosomal protein L24 


Seq. No. 


213415 


Seq. ID 


LIB314 6-020-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4001803 


BLAST score 


202 


E value 


8.0e-16 


Match length 


58 


% identity 


62 


NCBI Description 


(AF041474) BAF53a [Homo sapiens] 




(AB0159G7) actin- related protein 


Seq. No. 


213416 


Seq. ID 


lilnol4 d~UZU — yi— i\l 


Method 


BLASTX 


NCBI GI 


g3738332 


BLAST score 


480 


E value 


2.0e-48 


Match length 


141 



1 [Malus domestical 



% identity 

NCBI Description 



61 

(AC005170) putative eukaryotic initiation factor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



213417 

LIB3146-020-Q1-K1-D3 

BLASTX 

g4220445 

208 

2.0e-16 

134 

4 



29693 



NCBI Description 



(AC006216) - Similar to gi_3004555 F19F24.14 salt inducible 
protein homolog from Arabidopsis thaliana BAG gb_AC003673. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213418 

LIB3146-020-Q1-K1-D4 

BLASTX 

g289920 

719 

2.0e-76 

133 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213419 

LIB3146-020-Q1-K1-D5 

BLASTX 

g!22085 

546 

4.0e-56 

127 

87 

HISTONE H3 >gi_81641__pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_j)ir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi__20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_1684 93 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M774 95) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_88 6738_emb__CAA59111_ (X84377) 
histone 3 [Zea mays] >gi__1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 

213420 

LIB3146-020-Q1-K1-D6 

BLASTX 

g4106696 

270 

9.0e-24 

67 

79 

(AB021872) ribosome-sedimenting protein [Pisum sativum] 



29694 



beg* jno • 


91 *}491 




T TR^l 4 6-090-01 -K1 -H7 

LID Jil V U^U i\ J. Lf l 


Method 


BLASTX 


NCBI GI 


gl200205 


i3J_>/ioi score 


^ R ^ 


E value 


i . ue~ o j 


Match length 


TOO 


-6 iQenxiT,y 


c q 
00 


NCBI Description 


ubxj [f^uirrninuin iuajusj 


beg. ino • 




cq/t in 
beq. lu 


T TR^I /I £ — 090— HI — "k*1 — TT9 


Tv/T -|— W /-\ /J 

ixie rnoa 


DljHb 1 A 


NCBI GI 


g2244993 


BLAST score 


358 


E value 


o . ue j4 


Match length 


1 JO 


% identity 


00 


NCBI Description 


\Ziy/J4±; SllUliariuy tO Mr aCtlVaLcU piOLclIl Klaa 




[Arabidopsis thaliana] 


beg. jno. 


91 ^AOL 


oeg. iu 


T TR^1 4£~090-ni —V\ —VA 


Method 


DT 7\ CfpV 

oliAbl A 


NCBI GI 


g2827143 


BLAST score 


235 


E value 


1 Ha 1 Q 


Match length 


A o 
4o 


% identity 


o o 
oo 


NCBI Description 


vA£uz/i/4j cenuiose synunase caidiyiic suDunin. 




[Arabidopsis thaliana] 


beg. wo. 


Z i04<£4 


beg. iu 


t m^i yi c_090_rn — tri — ttr 
lilool^ d u<cU yi J\l EjD 


Method 


BLASTX 


NCBI GI 


g2459429 


BLAST score 




E value 


1 . Ue-J4 


Match length 


105 


% identity 


£9 


NCBI Description 


(AC002332) unknown protein [Arabidopsis thaliana] 


beg. no. 


Ol *5 A O R 


beg. ±u 


IjIdoi^ 0 uzu yi m £jO 


Method 


BLASTX 


NCBI GI 


g3618320 


bLAbi score 


O A A 


E value 


1 . Ue-zu 


Match length 


109 


^ idem, icy 


OU 


NCBI Description 


(AB001888) zinc finger protein [Oryza sativa] 


Seg. No. 


213426 


Seg. ID 


LIB3146-020-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2760839 



29695 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



348 " 

7.0e-33 

130 

55 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
213427 

LIB3146-020-Q1-K1-E9 

BLASTN 

g642263 

55 

4.0e-22 

67 

97 

R.enysii ITS2 and 28S rRNA gene (partial) 



213428 

LIB3146 

BLASTX 

g82512 

615 

4.0e-64 

122 
43 

ubiquit 
>gi_218 
sativa] 



-020-Q1-K1-F1 



in precursor - rice (fragment) 

189_dbj_BAA02241_ (D12776) poly-ubiquitin [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



213429 

LIB3146-020-Q1-K1-F3 

BLASTX 

g541979 

162 

4.0e-ll 

46 

72 

guanine nucleotide regulatory protein - fava bean 
>gi_303744_dbj_BAA02113_ (D12545) GTP-binding protein 
[Pisum sativum] >gi_452361_emb_CAA82709_ (229592) guanine 
nucleotide regulatory protein [Vicia faba] 

>gi_738937_prf 2001457E GTP-binding protein [Pisum 

sativum] >gi_1098295__prf 2115367C small GTP-binding 

protein [Vicia faba] 

213430 

LIB3146-020-Q1-K1-F4 

BLASTX 

g4490297 

301 

2.0e-27 

138 

45 

(AL035678) putative protein [Arabidopsis thaliana] 
213431 

LIB3146-020-Q1-K1-F6 
BLASTN 



29696 




NCBI GI 


g433664 


BLAST score 
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Mpt hnH 




NCBI GI 
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BLAST score 


164 


T TT 3 1 no 

Hi value 


o . ue — i l 


riax.cn lenynn 


1 9*5 
1Z J 


% identity 




XNv^Dl Ucbcripuion 


(AF101361) Abnormal X segregation [Drosophila melanogast* 


oeq. no • 


Zl o4 J4 


otsq. ijj 


ijlOjl^D UZU yl J\l~bl 




XjXltIO ia 


NCBI GI 


gll71579 


BLAST score 


376 


Ci VdlUc 


9 n^—^c 


ixidxcn iengi.n 


Q Q 

o y 


% identity 


7 C 


LV^Dl UCOUIipLXUil 


vAyaofiz; cyrocnroine r^ou L^icoriana raDacumj 


oeq. no. 


Zio4o0 
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BLAST score 
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^ Op-91 
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Match length 
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% identity 


63 


LN^wOi jjescripmon 


nloiiJJlIMUL DEHYDROGENASE/ CHL0R0PLAST PRECURSOR (HDH) 




>gi_yyo44_pir Ajy^ibo nistidinol dehydrogenase (EC 




1.1.1.23) precursor, chloroplast - cabbage >gi 167142 




(M604 66) histidinol dehydrogenase [Brassica oleracea] 


oeq. jno * 




JCU • X u 


T.TR^I 46-090-H1 
XiXJjsJlf±U UZU vx i\l oO 


Method 


BLASTX 


NCBI GI 


gll71579 


BLAST score 


483 


E value 


9.0e-49 


Match length 


124 



29697 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(X95342) cytochrome P450 [Nicotiana tabacum] 
213437 

LIB3146-020-Q1-K1-G6 

BLASTN 

g755147 

263 

1.0e-146 

316 
97 

Gossypium hirsutum vacuolar H+-ATPase proteolipid (16 kDa) 
subunit (cval6-2) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213438 

LIB3146-020-Q1-K1-G7 

BLASTX 

g2191165 

246 

5.0e-21 

78 

67 

(AF007270) 
thaliana] 



A_IG002P16. 14 gene product [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213439 

LIB3146-020-Q1-K1-G8 

BLASTX 

g3334138 

192 

1.0e-14 

75 

53 

CALNEXIN HOMOLOG PRECURSOR >gi_ 
[Glycine max] 



669003 (U20502) calnexin 



Seq. No. 


213440 


Seq. ID 


LIB3146-020-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4204575 


BLAST score 


373 


E value 


8.0e-36 


Match length 


115 


% identity 


64 


NCBI Description 


(AF098510) cytochrome b5 DIF-F 


Seq. No. 


213441 


Seq. ID 


LIB3146-020-Q1-K1-H2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


49 


% identity 


51 


NCBI Description 


Xenopus laevis cDNA clone 27A6- 


Seq. No. 


213442 



[Petunia x hybrida] 



29698 



.Seq.-. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-020-Q1-K1-H3 

BLASTX 

gl345642 

321 

8.0e-30 

127 

49 

FLAVONOID 3 1 , 5 1 -HYDROXYLASE 1 (F3'5 T H) (CYTOCHROME P450 

75A1) (CYPLXXVA1) >gi_629710_pir S38985 flavonoid 

3 1 , 5 1 -hydroxylase Hfl - garden petunia 
>gi_311656_emb_CAA80266_ (Z22545) flavonoid 
3 1 , 5 1 -hydroxylase [Petunia x hybrida] 
>gi_1853972_dbj_BAA03438_ (D14588) 

flavonoid-3 ' , 5 1 -hydroxylase [Petunia x hybrida] >gi_3426337 
(AF081575) flavonoid 3 1 , 5 ' -hydroxylase [Petunia x hybrida] 

>gi_738772_prf 2001426B flavonoid 3 ' , 5 ' -hydroxylase 

[Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213443 

LIB3146-020-Q1-K1-H4 

BLASTX 

g3746069 

147 

2.0e-09 

97 

33 

(AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213444 

LIB3146-020-Q1-K1-H5 

BLASTX 

g3876642 

256 

4.0e-22 

127 

41 

(Z81526) predicted using Genefinder; cDNA EST EMBL:C09939 
comes from this gene; cDNA EST EMBL:C12888 comes from this 
gene; cDNA EST yk265g7.5 comes from this gene; cDNA EST 
yk412g!0.5 comes from this gene; cDNA EST yk224f7.5 co 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



213445 

LIB3146-020-Q1-K1-H9 

BLASTX 

g99600 

440 

9.0e-44 

87 

95 

chlorophyll a/b-binding protein 
213446 

LIB314 6-021-Q1-K1-A12 

BLASTX 

gl911765 

209 



upland cotton 



29699 



- E value 
Match length 
% identity 
NCBI Description 



1.0e-i6 

123 

36 

(S83359) iEP4=42.6-kda elicitor-induced glycoprotein/EP4 
homolog/EN0D8 homolog [carrots, Peptide, 391 aa] [Daucus 
carota] >gi_4204870 (U56392) iEP4 [Daucus carota] 



Seq, No. 


213447 


Seq. ID 


LIB3146-021-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


213448 


Seq. ID 


LIB314 6-021-Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST -score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


213449 


Seq. ID 


LIB314 6-021-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3056595 


BLAST score 


244 


E value 


5.0e-21 


Match length 


91 


% identity 


35 


NCBI Description 


(AC004255) T1F9.16 [Arabidopsis thaliana] 


Seq. No. 


213450 


Seq. ID 


LIB314 6-021-Q1-K1-B1 


Method 


BLASTN 


NCBI GI 


g2267138 


BLAST score 


45 


E value 


3.0e-16 


Match length 


97 


% identity 


87 


NCBI Description 


Prunus armeniaca ubiquitin-conjugating enzyme 




cds 


Seq. No. 


213451 


Seq. ID 


LIB3146-021-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3549667 


BLAST score 


204 


E value 


2.0e-16 


Match length 


58 


% identity 


72 



NCBI Description (AL031394) Arabidopsis dynamin-like protein ADL2 



29700 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213452 

LIB3146-021-Q1-K1-B6 

BLASTX 

g2244904 

159 

4.0e-ll 

51 
69 

(Z97339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213453 

LIB3146-021-Q1-K1-B8 

BLASTX 

g3688123 

430 

1.0e-42 

102 

79 

(AJ006293) granule-bound starch synthase [Antirrhinum 
ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213454 

LIB3146-021-Q1-K1-B9 

BLASTX 

gl780757 

286 

1.0e-25 

69 
74 

(Y10291) highly expressed in proliferating cells 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213455 

LIB3146-021-Q1-K1-C1 

BLASTX 

gl00481 

139 

9.0e-09 

46 

59 

fill protein - garden snapdragon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213456 

LIB314 6-021-Q1-K1-C4 

BLASTX 

g4263779 

389 

1.0e-37 

131 
60 

(AC006068) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



213457 

LIB3146-021-Q1-K1-C6 



29701 



Method 


DT 7\ OTV 


NCBI GI 


g3056595 


BLAST score 


376 


E value 


3 . Qe-36 


Match length 


131 


% identity 


30 


NCBI Description 


(AC004255) T1F9.16 [Arabidopsis thaliana] 


Seq. No. 


213458 


Seq. ID 


LIB314 6-021-Q1-K1-C7 


Metnoa 


rjr 7\ CT>V 

bLAb 1 A 


NCBI GI 


gl771780 


BLAST score 


444 


E value 


4 . Oe-44 


Match length 


111 


% identity 


77 


NCBI Description 


(Y10024) ubiquitin extension protein [Solanum tuberosum] 


Seq. No. 


213459 


Seq. ID 


LIBol4b-U21-Ql-Kl-Cy 


Metnoa 




NCBI GI 


gl!6054 


BLAST score 


455 


E value 


1 . Oe-45 


Match length 


99 


% identity 


42 


NCBI Description 


CALCIUM-DEPENDENT PROTEIN KINASE SK5 (CDPK) 




>gi_280393_pir A43713 calcium-dependent protein kinase (EC 




2.7.1.-) - soybean >gi_169931 (M64 987) Glycine max calcium 




dependent protein kinase mRNA. [Glycine max] 


Seq. No. 


213460 


Seq. ID 


LIB3146-021-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3924613 


BLAST score 


242 


E value 


1.0e-20 


Match length 


97 


% identity 


52 


NCBI Description 


(AF069442) hypothetical protein [Arabidopsis thaliana] 




>gi__4263512_gb_AAD15338_ (AC004044) hypothetical protein 




[Arabidopsis thaliana] 


Seq. No. 


213461 


Seq. ID 


LIB3146-021-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3334157 


BLAST score 


444 


E value 


3 . Oe-44 


Match length 


90 


% identity 


94 


NCBI Description 


PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 




(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 




>gi_1220142_emb_CAA594 68_ (X85185) cyclophilin 




[Catharanthus roseus] 



Seq. No, 



213462 



29702 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-021-Q1-K1-D8 

BLASTX 

g4432861 

167 

9.0e-12 

58 

59 

(AC006300) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213463 

LIB3146-021-Q1-K1-D9 

BLASTX 

g728744 

418 

4.0e-41 

129 

65 

AUXIN-INDUCED PROTEIN PCNT115 >gi_100305_pir S16390 

auxin-induced protein - common tobacco 
>gi_19799_emb_CAA39708_ (X56267) auxin-induced protein 
[Nicotiana tabacum] 



Seq. No. 


213464 


Seq. ID 


LIB3146-021-Q1-K1-E10 


Method 


BLASTN 


NCBI GI 


g2695860 


BLAST score 


55 


E value 


5.0e-22 


Match length 


167 


% identity 


84 


NCBI Description 


Pisum sativum mRNA for 




3-deoxy-D-manno-2-octuloson; 




pPS40 


Seq. No. 


213465 


Seq. ID 


LIB3146-021-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3688174 


BLAST score 


258 


E value 


1.0e-28 


Match length 


94 


% identity 


66 


NCBI Description 


(AL031804) putative protein 


Seq. No. 


213466 


Seq. ID 


LIB3146-021-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


gll70747 


BLAST score 


427 


E value 


3.0e-42 


Match length 


95 


% identity 


86 


NCBI Description 


LATE EMBRYOGENES I S ABUNDANT 




(M88324) late embryogenesis 



undant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis -abundant protein [Gossypium hirsutum] 



29703 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
"NCBI Description 



213467 

LIB3146-021-Q1-K1-E5 

BLASTX 

g729668 

338 

8.0e-32 

103 

71 

HISTONE HI >gi_2147479_pir S65059 histone HI, 

drought -inducible - Lycopersicon pennellii >gi_436823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213468 

LIB3146-021-Q1-K1-E7 

BLASTX 

g4322948 

216 

1.0e-17 

47 
83 

(AF097180) cystathionine gamma -synthase precursor 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213469 

LIB3146-021-Q1-K1-F1 

BLASTX 

g3789911 

262 

5.0e-23 

102 

47 

(AF081802) developmental protein DG1118 
discoideum] 



[Dictyostelium 



Seq. No. 


213470 


Seq. ID 


LIB3146-021-Q1-K1-F2 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


50 


% identity 


40 


NCBI Description 


Human butyrophilin ( 


Seq. No. 


213471 


Seq. ID 


LIB3146-021-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4309969 


BLAST score 


540 


E value 


2.0e-55 


Match length 


130 


% identity 


73 


NCBI Description 


(AC002983) putative 



complete cds 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



213472 

LIB3146-021-Q1-K1-G1 



29704 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX T -> 

gl703375 

482 

1.0e-48 

96 

98 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213473 

LIB3146-021-Q1-K1-G10 

BLASTX 

g3800878 

455 

2.0e-45 
113 
45 

(AF096281) 
thaliana] 



threonine dehydratase/deaminase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213474 

LIB3146-PG21-Q1-K1-G12 

BLASTX 

g3122673 

336 

1.0e-31 

99 

69 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447__ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

213475 

LIB3146-021-Q1-K1-G3 

BLASTX 

g3182981 

275 

2.0e-24 

58 

90 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_dbj_BAA13096_ 
(D86494) diminuto [Pisum sativum] 

213476 

LIB3146-021-Q1-K1-G4 

BLASTX 

gl352821 

546 

4.0e-56 

106 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 



213477 



29705 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3146-021-Q1-K1-G5 

BLASTX 

g4337175 

390 

5.0e-38 
106 
70 

(AC006416) 
gb_T04111 / 
gb_R90004, 



ESTs gb_T20589, gb_T04 648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb__T45020, gb_T42457, gb_T20921, gb_AA042762 and 



gb_AA720210 come from this gene. [Arabidopsis thaliana] 



213478 

LIB3146-021-Q1-K1-G7 

BLASTX 

g3980393 

356 

5.0e-34 
98 
67 

(AC004561) 
thaliana] 



putative glutathione S-transferase [Arabidopsis 



213479 

LIB314 6-021-Q1-K1-G9 

BLASTN 

g3821780 

36 

9.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
213480 

LIB3146-021-Q1-K1-H10 

BLASTN 

g2618599 

39 

1.0e-12 

59 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 

213481 

LIB3146-021-Q1-K1-H11 

BLASTX 

g488571 

219 

7.0e-18 

44 

100 

(U09462) histone H3.2 [Medicago sativa] 
213482 

LIB3146-021-Q1-K1-H2 
BLASTX 



29706 



NCBI Gr 


fill 

villi: ^ 

gll8490 


BLAST score 


455 


E value 


2.0e-45 


Match length 


123 


% identity 


68 


NCBI Description 


BETAINE 



DEHYDE DEHYDROGENASE PRECURSOR (BADH) 

. jpir S19135 betaine-aldehyde dehydrogenase (EC 

1.2.1.8) precursor - beet >gi_17 934_emb_CAA41377_ (X58463) 
betaine aldehyd dehydrogenase [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213483 

LIB3146-021-Q1-K1-H6 

BLASTX 

g556612 

161 

3.0e-ll 

37 

86 

(U14735) histone H3 [Plasmodium falciparum] 
213484 

LIB3146-021-Q1-K1-H7 

BLASTX 

g2660670 

559 

1.0e-57 

125 

88 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



213485 

LIB3146-022-Q1-K1-A1 

BLASTX 

g3281851 

178 

1.0e-21 

81 

67 

(AL031004) RNA lariat debranching enzyme - like protein 
[Arabidopsis thaliana] 

213486 

LIB3146-022-Q1-K1-A11 

BLASTX 

gl906830 

595 

2.0e-62 

139 

89 

(Y11829) heat shock protein [Arabidopsis thaliana} 
213487 

LIB3146-022-Q1-K1-A4 

BLASTX 

g2997591 

158 



29707 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-10 

55 

55 

(AF020814) glucose-6-phosphate/phosphate-translocator 
precursor [Pisum sativum] 

213488 

LIB3146-022-Q1-K1-A5 

BLASTX 

g3334244 

627 

1.0e-65 

143 
81 

LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE) 
{ ALDOKETOMUTASE ) (GLYOXALASE I) (GLX I) (KETONE -ALDEHYDE 
MUTASE) ( S - D-LACTOYLGLUT ATH I ONE METHYLGLYOXAL LYASE) 
>gi_2113825_emb_CAA73691_ (Y13239) Glyoxalase I [Brassica 
juncea] 



Seq. No. 


213489 


Seq. ID 


LIB314 D-Uzz-Ql-KI-A/ 


Method 


BLASTX 


NCBI GI 


g225267 


BLAST score 


173 


E value 


8.0e-13 


Match length 


90 


% identity 


43 


NCBI Description 


ORF 1244 [Nicotiana tabacum] 


Seq. No. 


213490 


Seq. ID 


LIB3146-022-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3935167 


BLAST score 


513 


E value 


3.0e-52 


Match length 


119 


% identity 


86 


NCBI Description 


(AC004557) F17L21.10 [Arabidc 


Seq. No. 


213491 


Seq. ID 


LIB314 6-022-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3421384 


BLAST score 


332 


E value 


6.0e-40 


Match length 


129 


% identity 


65 


NCBI Description 


(AF081067) IAA-Ala hydrolase 




[Arabidopsis thaliana] 


Seq. No. 


213492 


Seq. ID 


LIB3146-022-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4512705 


BLAST score 


397 


E value 


7.0e-39 



IAA-amino acid hydrolase 



29708 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 
76 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

213493 

LIB3146-022-Q1-K1-B2 

BLASTX 

g303736 

303 

1.0e-27 

100 

63 

(D12541) GTP-binding protein [Pisum sativum] 

>gi_738934_prf 2001457B GTP-binding protein [Pisum 

sativum] 



Seq. No. 


O 1 O A Ci A 


Seq. ID 


LIB314 6-U2Z-Q1-K1-BO 


Method 


nT 7\ on"i\T 

bLAb 1 N 


NCBI GI 


gl2292 


BLAST score * 


O O A 

239 


E value 


1 . Ue — Loc 


Match length 


395 


% identity 


90 


NCBI Description 


Spinach chloroplast ' 




upstream of rDNA ope 


Seq. No. 


213495 


Seq. ID 


LIB3146-022-Q1-K1-B6 


Method 


BLASTN 


NCBI GI 


g2326340 


BLAST score 


34 


E value 


2.0e-09 


Match length 


74 


% identity 


86 


NCBI Description 


A. thaliana RH1, TCI, 


Seq. No. 


213496 


Seq. ID 


LIB3146-022-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2739168 


BLAST score 


302 


E value 


2.0e-27 


Match length 


115 


% identity 


54 


NCBI Description 


(AF032386) aldose-1- 




tabacum] 



G14587-5, G14587-6, and PRL1 genes 



aldose-l-epimerase-like protein [Nicotiana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



213497 

LIB3146-022-Q1-K1-B9 

BLASTX 

g437327 

613 

6.0e-64 

138 

79 



29709 



NCBt Description (L04497) MYB A; putative [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213498 

LIB3146-022-Q1-K1-C1 

BLASTX 

g3264769 

546 

3.0e-56 
126 
56 

(AF071894) 
armeniaca] 



late embryogenesis-like protein [Prunus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213499 

LIB3146-022-Q1-K1-C11 

BLASTX 

gll84075 

278 

1.0e-24 

139 

2 

(U42444) Cf-2.1 [Lycopersicon pimpinelli folium] 

>gi_1587673_prf 2207203A Cf-2 gene [Lycopersicon 

esculentum] 

213500 

LIB314 6-022-Q1-K1-C2 

BLASTN 

g3821780 

36 

8.0e-ll 

37 

61 

Xenopus laevis cDNA clone 27A6-1 
213501 

LIB3146-022-Q1-K1-C4 

BLASTX 

g289920 

525 

9.0e-54 

100 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

213502 

LIB3146-022-Q1-K1-C7 

BLASTX 

g2160160 

215 

4.0e-22 

87 
59 

(AC000132) No definition line found [Arabidopsrs thaliana] 



Seq. No. 



213503 



29710 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-022-Q1-K1-C8 

BLASTX 

g2462671 

202 

1.0e-15 
132 
20 

(Z98529) 
poiribe] 



putative RNA-binding protein [Schizosaccharomyces 



213504 

LIB3146-022-Q1-K1-C9 

BLASTX 

gl362093 

493 

6.0e-50 

132 

70 

hypothetical protein (clone TPP15) - tomato (fragment) 
>gi_924632 (U20595) unknown [Solanum lycopersicum] 

213505 

LIB3146-022-Q1-K1-D1 

BLASTX 

gl361979 

686 

2.0e-72 

142 

92 

serine O-acetyltransf erase (EC 2.3.1.30) - watermelon 
>gi_1350550__dbj_BAA12843_ (D85624) serine acetyltransf erase 
[Citrullus lanatus] >gi_1841312_dbj_BAA08479_ (D49535) 
serine acetyltransf erase. [Citrullus lanatus] 
>gi_2337772_dbj_BAA21827__ (AB006530) serine 
acetyl transferase [Citrullus lanatus] 

213506 

LIB3146-022-Q1-K1-D12 

BLASTN 

gl469929 

139 

2.0e-72 

159 

97 

Gossypium hirsutum fiber-specific acyl carrier protein 
(ACPI) mRNA, complete cds 

213507 

LIB3146-022-Q1-K1-D5 

BLASTX 

g4567202 

370 

7.0e-36 

78 

94 

(AC007168) putative myo-inositol 1 -phosphate synthase 
[Arabidopsis thaliana] 



29711 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213508 

LIB3146-022-Q1-K1-D8 

BLASTX 

g3023847 

146 

6.0e-21 

67 

84 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_2385376_emb_CAA69934_ (Y08678) G protein beta 
subunit-like [Medicago sativa] 



Seq. No. 


213509 


Seq. ID 


LIB3146-022-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


306 


E value 


6 . Oe-28 


Match length 


87 


% identity 


39 


NCBI Description 


(AC005395) unknown protein [AraDiaopsis 


Sea. No. 


213510 


Seq. ID 


LIB3146-022-Q1-K1-E12 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


37 


E value 


1.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone z/Ao-i 


Seq. No. 


213511 


Sea. ID 


LIB314 6-022-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl663722 


BLAST score 


449 


E value 


1.0e-44 


Match length 


141 


% identity 


59 


NCBI Description 


(U50845) 4-coumarate: coenzyme A ligase 


Seq. No. 


213512 


Seq. ID 


LIB3146-022-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4185740 


BLAST score 


494 


E value 


5.0e-50 


Match length 


138 


% identity 


68 


NCBI Description 


(AF079999) putative glutamate receptor 




thaliana] 


Seq. No. 


213513 


Seq. ID 


LIB3146-022-Q1-K1-E9 


Method 


BLASTX 



[Nicotiana tabacum] 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI" 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4559330 
425 

7.0e-42 

93 

85 

(AC007087) 



unknown protein [Arabidopsis thaliana] 



213514 

LIB3146-022-Q1-K1-F1 

BLASTX 

g282950 

238 

5.0e-20 

66 

59 

protein 108 precursor - tomato >gi_19152__emb_CAA784 66_ 
(Z14088) 108 protein [Lycopersicon esculentum] 

213515 

LIB3146-022-Q1-K1-F11 

BLASTX 

g4103635 

175" 

1.0e-12 

120 

31 

(AF026538) ABA- responsive protein [Hordeum vulgare] 



213516 

LIB3146-022-Q1-K1-F2 

BLASTX 

gl353709 

259 

4.0e-23 

69 

71 

(U42385) FIN16 gene product 



[Mus musculus] 



213517 

LIB3146-022-Q1-K1-F5 

BLASTX 

g3776005 

401 

4.0e-39 

88 
92 

(AJ010466) RNA helicase 



[Arabidopsis thaliana] 



213518 

LIB3146-022-Q1-K1-F& 

BLASTX 

g2832677 

183, 

1.0e-24 

117 

52 

(AL021712) hypothetical protein [Arabidopsis thaliana] 



29713 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213519 

LIB3146-022-Q1-K1-F9 

BLASTX 

g2982322 

535 

8.0e-55 

120 

82 

(AF051246) probable proteasome subunit [Picea mariana] 
213520 

LIB314 6-022-Q1-K1-G1 

BLASTX 

g2665890 

185 

2.0e-14 

47 

72 

(AF035944) calcium-dependent protein kinase [Fragaria x 
ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213521 

LIB314 6-022-Q1-K1-G11 

BLASTX 

g3860250 

596 

6.0e-62 

131 

89 

(AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213522 

LIB3146-022-Q1-K1-G2 

BLASTX 

g3176677 

320 

6.0e-30 

90 
73 

(AC003671) Similar to 
A_TM021B04.13 from A. 
[Arabidopsis thaliana] 



S. cerevisiae SIK1P protein, 
thaliana BAC gb_AF007271. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST -score 

E value 

Match length 

% identity 

NCBI Description 



213523 

LIB314 6-022-Q1-K1-G4 

BLASTX 

g629844 

435 

3.0e-43 

101 

84 

heat shock protein hsp70-5 - maize (fragment) 
>gi_498775_emb_CAA55184_ (X78415) heat shock protein 70 kDa 
[Zea mays] 



29714 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213524 

LIB3146-022-Q1-K1-G6 

BLASTX 

g480672 

284 

5.0e-26 

67 
79 

NADPH— ferrihemoprotein reductase (EC 1.6.2.4) - spring 
vetch >gi_400532_emb__CAA81211__ (Z26252) 
NADPH-ferrihemoprotein reductase [Vicia sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213525 

LIB314 6-022-Q1-K1-H10 

BLASTX 

g2662415 

168 

9.0e-12 

56 

54 

(U97494) metallothionein-like protein [Prunus armeniaca] 



beq. no. 


91 ^R9 6 


beq. id 


iiiDjiiD uz£ \i± ixx n»j 


Method 


BLASTX 


NCBI GI 


g3659907 


BLAST score 


40i 


E value 


3 . Oe-^y 


Match length 


111 


% identity 


1 o 


NCBI Description 


(AF091857) protein translation factoi 




[Pimpinella brachycarpa] 


Seq. No. 


213527 


Seq. ID 


LIB3146-022-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


gl2216 


BLAST score 


88 


E value 


9.0e-42 


Match length 


146 


% identity 


93 


NCBI Description 


Sinapis alba chloroplast rpsl6 gene 


Seq. No. 


213528 


Seq. ID 


LIB314 6-022-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2801536 


BLAST score 


419 


E value 


4.0e-41 


Match length 


125 


% identity 


63 


NCBI Description 


(AF039531) lysophospholipase homolog 


Seq. No. 


213529 


Seq. ID 


LIB3146-023-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2144271 



29715 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



161 

9.0e-22 

85 

60 

trans -cinnamate 4-monooxygenase (EC 1.14.13.11) C - Populus 
kitakamiensis (fragment) >gi_1777372_dbj__BAA11578_ (D82814) 
cinnamic acid 4-hydroxylase [Populus kitakamiensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213530 

LIB3146-023-Q1-K1-A11 

BLASTN 

gl217627 

305 

1.0e-171 

374 

94 

G.hinsutum mRNA for stearoyl-acyl-carrier protein 
desaturase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



213531 

LIB3146-023-Q1-K1-A2 

BLASTX 

g2641242 

171 

2.0e-12 

89 

44 

(AF031709) cystathionine gamma- lyase- like protein 
[Stenotrophomonas maltophilia] 

213532 

LIB3146-023-Q1-K1-A3 

BLASTX 

gll71577 

259 

2.0e-22 

126 

39 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
213533 

LIB3146-023-Q1-K1-A4 

BLASTX 

g4580384 

177 

5.0e-13 

37 
95 

(AC007184) putative histone H2B [Arabidopsis thaliana] 
213534 

LIB3146-023-Q1-K1-A6 

BLASTN 

g4376087 

33 

6.0e-09 
93 
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% identity 

NCBI Description 



84 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 


213535 


Seq. ID 


LIB314 6-023-Q1-K1-A7 


Method 


BLASTX 


NCBI- GI 


g3355473 


BLAST score 


319 


E value 


1.0e-29 


Match length 


102 


% identity 


66 


NCBI Description 


(AC004218) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


213536 


Seq. ID 


LIB3146-023-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2218152 


BLAST score 


591 


E value 


2.0e-61 


Ma t ch 1 engt h 


115 


% identitv 


90 


NCBI Description 


(AF005279) type Ilia membrane protein cp-wapl3 [Vigna 




unguiculata ] 


Seq. No. 


213537 


Sea. ID 


LIB3146-023-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2558962 


BLAST score 


259 


K VrilllP 


2.0e-22 


Matrh 1 ericrth 


52 


% identity 


100 


NCBI Description 


(AF025667) histone H2B1 [Gossypium hirsutum] 


Seq. No. 


213538 


Seq. ID 


LIB3146-023-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3413170 


BLAST score 


228 


E value 


8 .0e-19 


Ma ton 1 en nth 


82 


% identity 


60 


NCBI DescriDtion 


(AJ010227) 40S ribosomal protein S6 [Cicer arietinum] 


Seq. No. 


213539 


Seq. ID 


LIB314 6-023-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


g4539353 


BLAST score 


34 


E value 


2.0e-09 


Match length 


62 


% identity 


89 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F25I24 




(ESSA project) 



Seq. No. 213540 

29717 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-023-Q1-K1-B6 

BLASTX 

g2218152 

630 

6.0e-66 

141 

81 

(AF005279) type Ilia membrane protein cp-wapl3 [Vigna 
unguiculata] 

213541 

LIB3146-023-Q1-K1-C1 

BLASTX 

g2129721 

181 

3.0e-13 

109 

44 

ribosomal protein S15 - Arabidopsis thaliana 
>gi_1107485_emb_CAA63028__ (X91962) 40S ribosomal protein 
S15 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213542 

LIB3146-023-Q1-K1-C10 

BLASTX 

g3953471 

528 

5.0e-54 

142 

65 

(AC002328) F2202.16 [Arabidopsis thaliana] 
213543 

LIB3146-023-Q1-K1-C11 

BLASTX 

gll73043 

251 

2.0e-21 

69 

75 

60S RIBOSOMAL PROTEIN L38 >gi_47 9441_pir S33899 ribosomal 

protein L38 - tomato (cv. Moneymaker) 

>gi_313027_emb_CAA49599_ (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



213544 

LIB3146-023-Q1-K1-C6 

BLASTX 

gl483563 

362 

2.0e-34 

106 

63 

(X99825) leucine aminopeptidase 
213545 

LIB3146-023-Q1-K1-C8 



[Petroselinum crispum] 



29718 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



similarity to probable splicing factor Ceprp21 



BLASTX 
g2244914 
208 

1.0e-16 
102 
53 

(Z97339) 
[Arabidopsis thaliana] 

213546 

LIB3146-023-Q1-K1-D10 

BLASTX 

g2244749 

208 

2.0e-16 

51 

75 

(Z97335) hydroxymethyltransferase [Arabidopsis thaliana] 
213547 

LIB3146-023-Q1-K1-D12 

BLASTX 

g3851001 

620 

9.0e-65 

135 
91 

(AF069909) pyruvate dehydrogenase El beta subunit isoform 2 
[Zea mays] 

213548 

LIB3146-023-Q1-K1-D2 

BLASTX 

gl!72811 

659 

2.0e-69 

126 

96 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_1076751_pir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb__CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 

213549 

LIB314 6-023-Q1-K1-D3 

BLASTX 

g2065531 

436 

2.0e-43 

112 

71 

,(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
213550 

LIB3146-023-Q1-K1-D7 

BLASTX 

gl086147 



29719 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



399 

7.0e-39 

111 

63 

protein S2 - Phalaris coerulescens >gi_556833_emb_CAA57520_ 
(X81992) S2 [Phalaris coerulescens] 

213551 

LIB3146-023-Q1-K1-D9 

BLASTX 

g416650 

425 

6.0e-42 

134 

60 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN-INDUCED PROTEIN 

PGNT35/PCNT111) >gi_100304jpir S16268 auxin-induced 

protein {clone pGNT35) - common tobacco 
>gi_19797_emb_CAA39706_ (X56265) auxin- induced protein 
[Nicotiana tabacum] >gi JL9801_emb_CAA39710_ (X56269) 
auxin-induced protein [Nicotiana tabacum] 

213552 

LIB3146-023-Q1-K1-E11 

BLASTX 

g3482918 

616 

3.0e-64 

141 

83 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213553 

LIB3146-023-Q1-K1-E12 

BLASTX 

g584794 

538 

3.0e-55 

135 

78 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi_282953_pir A41779 H+-transporting ATPase (EC 3.6.1.35) 

- curled-leaved tobacco >gi_17028 9 (M80489) plasma membrane 
H+ ATPase [Nicotiana plumbaginif olia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213554 

LIB3146-023-Q1-K1-E3 

BLASTX 

g3947719 

249 

3.0e-21 

53 
92 

(AJ012653) ribosomal protein S28 [Prunus persica] 

>gi 3947721_emb_CAA10102_ (AJ012654) ribosomal protein S28 

[Prunus persica] >gi_3947723_emb_CAA10103_ (AJ012655) 



29720 



ribosomal protein S28 [Prunus persica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213555 

LIB3146-023-Q1-K1-E5 

BLASTX 

g!31770 

395 

2.0e-38 

108 

67 

40S RIBOSOMAL PROTEIN S9 {40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rp!024 protein 
[Dictyostelium discoideum] 



Seq. No. 


O 1 "JRPC 


Seq. ID 


T TH*51 A (Z — no^— Pll — Tfl —PI 


Metnoa 


DT 7\ OTY 
DliflD 1 A 


NCBI GI 


gz ynu / j 


BLAST score 


loo 


E value 


o Ho— 1 1 
j.Uc 11 


Mat ch 1 engt h 


A Q 


% identity 


65 


NCBI Description 


(AL021960) putative protein [Arabidopsis 


Seq. No. 


ZlODD 1 


Seq. ID 


LIB314o-0^o-Ql-Kl-£ 1U 


Method 




NCBI GI 


gzy /UUoi 


BLAST score 


4J4 


E value 




Matcn lengtin 




% identity 




NCBI Description 


(ArSUlZllU; /iKvjlU L v iy n « raaidtaj 


Seq. No. 


213558 


Seq. ID 


LIB3146-023-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


190 


E value 


2.0e-14 


Match length 


57 


% identity 


63 


NCBI Description 


(AC005223) 45643 [Arabidopsis thaliana] 


Seq. No. 


213559 


Seq. ID 


LIB314 6-023-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3413511 


BLAST score 


520 


E value 


3.0e-53 


Match length 


104 


% identity 


92 


NCBI Description 


(AJ000265) glucose-6-phosphate isomerase 




oleracea] 



29721 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213560 

LIB3146-023-Q1-K1-F5 

BLASTN 

g4406805 

41 

1.0e-13 

93 
86 

Arabidopsis thaliana chromosome II BAC T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213561 

LIB3146-023-Q1-K1-F8 

BLASTX 

gl00481 

227 

1.0e-18 

69 
61 

fill protein - garden snapdragon 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



213562 

LIB3146-023-Q1-K1-G12 

BLASTX 

g2500378 

348 

7.0e-33 

90 

76 



NCBI Description 60S RIBOSOMAL PROTEIN L37 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213563 

LIB3146-023-Q1-K1-G7 

BLASTX 

g2507281 

510 

6.0e-52 

101 

94 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_emb_CAA66048_ 
(X97380) atran2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213564 

LIB3146-023-Q1-K1-G8 

BLASTX 

g2281115 

271 

5.0e-24 

95 

75 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



213565 

LIB314 6-023-Q1-K1-H1 

BLASTX 

g2507281 



29722 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273 

2.0e-24 

54 

96 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_1668706_emb_CAA6604! 
(X97380) atran2 [Arabidopsis thaliana] 

213566 

LIB314 6-023-Q1-K1-H10 

BLASTX 

g445613 

154 

2.0e-10 

55 
62 

ribosomal protein L7 [Solanum tuberosum] 
213567 

LIB3146-023-Q1-K1-H2 

BLASTX 

g2281115 

145 

1.0e-09 

38 

68 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213568 

LIB3146-023-Q1-K1-H3 

BLASTX 

g2981131 

535 

8.0e-55 

125 

85 

(AF052570) AGAMOUS homolog [Populus balsamifera subsp. 
trichocarpa] 

213569 

LIB3146-023-Q1-K1-H5 

BLASTX 

g629735 

236 

9.0e-20 

71 

63 

fill protein - garden snapdragon >gi_406309_emb_CAA40553_ 
(X57296) FIL1 [Antirrhinum majus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



213570 

LIB314 6-023-Q1-K1-H8 

BLASTX 

gl710008 

191 

7.0e-15 
54 



29723 



% identity 69 

NCBI Description GTP-BINDING NUCLEAR PROTEIN RAN1B >gi_1370205_emb_CAA98188_ 
(Z73960) RAN1B [Lotus japonicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213571 

LIB3146-023-Q1-K1-H9 

BLASTX 

gl431629 

475 

9.0e-48 

138 

63 

(X99348) pectinacetylesterase precursor [Vigna radiata] 



213572 

LIB3146-024-Q1-K1-A10 

BLASTX 

g2565305 

717 

4.0e-76 

144 

93 

(AF024589) glycine decarboxylase P 
Triticum sp.] 



subunit [Hordeum sp. x 



213573 

LIB3146-024-Q1-K1-A12 

BLASTX 

g3608485 

623 

3.0e-69 

138 

91 

(AF088915) proteasome beta subunit [Petunia x hybrida] 
213574 

LIB3146-024-Q1-K1-A3 

BLASTX 

g4138265 

192 

6.0e-15 

42 
71 

(AJ006228) 
tabacum] 



Avr9 elicitor response protein [Nicotiana 



213575 

LIB3146-024-Q1-K1-A4 

BLASTX 

gl39780 

158 

1.0e-10 

53 
66 

WOUND- INDUCED PROTEIN 
- potato 



1 >gi_82293__pir JQ0398 wunl protein 



29724 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213576 

LIB314 6-024-Q1-K1-A5 

BLASTX 

g2108252 

272 

6.0e-24 
140 

25 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538 925_emb__CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213577 

LIB3146-024-Q1-K1-A7 

BLASTX 

g464707 

616 

3.0e-64 

125 

95 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910__emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 


213578 


Seq. ID 


LIB3146- 


Method 


BLASTX 


NCBI GI 


g2244778 


BLAST score 


227 


E value 


1.0e-18 


Match length 


74 


% identity 


69 


NCBI Description 


(Z97335) 


Seq. No. 


213579 


Seq. ID 


LIB3146- 


Method 


BLASTX 


NCBI GI 


g543565 


BLAST score 


288 


E value 


7.0e-26 


Match length 


90 


% identity 


58 


NCBI Description 


hypothet 



1 10. OK protein - Zinnia elegans 
>gi 493721_dbj_BAA06462_ (D30802) TED4 [Zinnia elegans] 



29725 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_641903 (U19266) putative nonspecific lipid transfer; 
auxin induced gene [Zinnia elegans] 

213580 

LIB3146-024-Q1-K1-B11 

BLASTX 

g3024020 

650 

3.0e-68 

128 

95 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213581 

LIB3146-024-Q1-K1-B2 

BLASTX 

gl653655 

296 

8.0e-27 

132 
50 

(D90915) ATP-dependent Clp protease proteolytic subunit 
[Synechocystis sp.] 

213582 

LIB3146-024-Q1-K1-B3 

BLASTX 

g2464852 

228 

8.0e-19 

140 

43 

(Z99707) putative protein [Arabidopsis thaliana] 
213583 

LIB3146-024-Q1-K1-B4 

BLASTX 

g2924792 

570 

7.0e-59 

129 

84 

(AC002334) similar to synaptobrevin [Arabidopsis thaliana] 



213584 

LIB3146-024-Q1-K1-B8 

BLASTX 

g2392895 

607 

3.0e-63 

130 
89 

(AF017056) brassinosteroid insensitive 1 
thaliana] 



[Arabidopsis 



29726 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213585 

LIB314 6-024-Q1-K1-C1 

BLASTX 

g2213608 

196 

5.0e-15 

129 

46 

(AC000103) F21J9.2 [Arabidopsis thaliana] 
213586 

LIB3146-024-Q1-K1-C10 

BLASTX 

g2673917 

603 

9.0e-63 
144 
42 

(AC002561) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213587 

LIB3146-024-Q1-K1-C2 

BLASTX 

gll68728 

312 

1.0e-28 

65 

92 

C I NNAMYL -ALCOHOL DEHYDROGENASE 
cinnamyl -alcohol dehydrogenase 



1 (CAD) >gi_598071 (L37883) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213588 

LIB3146-024-Q1-K1-C3 

BLASTX 

g2911076 

216 

2.0e-17 

99 

44 

(AL021960) putative protein [Arabidopsis thaliana] 
213589 

LIB3146-024-Q1-K1-C4 

BLASTX 

g586339 

157 

2.0e-10 

65 

40 

PEROXISOMAL-COENZYME A SYNTHETASE >gi_6267 94_pir S46098 

probable AMP-binding protein - yeast {Saccharomyces 
cerevisiae) >gi_536615_emb__CAA85185_ (Z36091) ORF YBR222c 
[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 



213590 

LIB3146-024-Q1-K1-C5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX' 
g549063 
418 

4.0e-41 

91 

85 

T RAN S LAT I ONALL Y CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_j>ir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj JBAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

213591 

LIB3146-024-Q1-K1-C6 

BLASTX 

gl22007 

287 

9.0e-26 

79 
73 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 



Seq. No. 


213592 


Seq. ID 


LIB3146-024-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4572674 


BLAST score 


422 


E value 


Z . Ue-4 J 


Match length 


146 


% identity 


66 


NCBI Description 


(AC006954) unknown protein [Arabidopsis 


Seq. No. 


213593 


Seq. ID 


LIB314 6-024-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4572674 


BLAST score 


359 


E value 


3.0e-34 


Match length 


123 


% identity 


59 


NCBI Description 


(AC006954) unknown protein [Arabidopsis 


Seq. No. 


213594 


Seq. ID 


LIB3146-024-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3021485 


BLAST score 


292 


E value 


2.0e-26 


Match length 


60 


% identity 


100 


NCBI Description 


(AJ224932) histone H2B-3 [Lycopersicon 


Seq. No. 


213595 


Seq. ID 


LIB3146-024-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3482924 



29728 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



357 

6.0e-34 

128 

60 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi_1143445 [Arabidopsis thaliana] 

213596 

LIB3146-024-Q1-K1-D2 

BLASTX 

g3292830 

372 

1.0e-35 

99 

73 

(AL031018) putative protein [Arabidopsis thaliana] 
213597 

LIB3146-024-Q1-K1-D3 

BLASTX 

gll68607 

384 

5.0e-40 

106 

77 

AUXIN-INDUCED PROTEIN AUX2-11 >gi_16197_emb_CAA37526_ 
(X53435) Aux2-ll protein [Arabidopsis thaliana] >gi_454285 
(L15450) auxin-responsive protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213598 

LIB3146-024-Q1-K1-D4 

BLASTX 

g2190550 

457 

2.0e-51 

146 

73 

(AC001229) ESTs gb_T45673, gb_N37512 come from this gene. 
[Arabidopsis thaliana] 

213599 

LIB3146-024-Q1-K1-D9 

BLASTX 

gl777312 

274 

3.0e-24 

114 

52 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



213600 

LIB3146-024-Q1-K1-E1 

BLASTX 

g3281846 

188 4 

2.0e-14 
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Match length 88 

% identity 48 

NCBI Description (AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 

Seq. No. 213601 

Seq. ID LIB3146-024-Q1-K1-E11 

Method BLASTX 

NCBI GI gl001263 

BLAST score 34 9 

E value 3.0e-36 

Match length 128 

% identity 62 

NCBI Description (D64003) hypothetical protein [Synechocystis sp.] 

Seq. No. 213602 

Seq. ID LIB3146-024-Q1-K1-E12 

Method BLASTX 

NCBI GI g4406821 

BLAST score 305 

E value 7.0e-28 

Match length 73 

% identity 79 

NCBI Description (AC006201) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 213603 

Seq. ID LIB3146-024-Q1-K1-E2 

Method BLASTX 

NCBI GI gl22085 

BLAST score 390 

E value 3.0e-4 6 

Match length 119 

% identity 82 



NCBI Description HISTONE H3 >gi_81641_pir SO 6250 histone H3 - Arabidopsis 

thaliana >gi_82482jpir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_886738__emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_324 9101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213604 

LIB3146-024-Q1-K1-E3 

BLASTX 

g4104242 

220 

7.0e-18 

67 

72 

(AF034266) palmitoyl-acyl carrier protein thioesterase 
[Gossypium hirsutism] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213605 

LIB314 6-024-Q1-K1-E4 

BLASTX 

gl706369 

156 

2.0e-10 

117 

31 

D I HYDROFLAVONOL- 4 -REDUCTASE (DFR) (DIHYDROKAEMPFEROL 
4 -REDUCTASE ) >gi_1066451_emb_CAA91922_ (Z67981) 
dihydroflavonol 4-reductase [Callistephus chinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213606 

LIB3146-024-Q1-K1-E5 

BLASTX 

g950299 

539 

2.0e-55 

113 

88 

(L46792) xyloglucan endotransglycosylase precursor 
[Actinidia deliciosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213607 

LIB3146-024-Q1-K1-E6 

BLASTX 

g2367392 

228 

8.0e-19 

89 

51 

(U82513) random slug cDNA25 protein [Dictyostelium 
discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213608 

LIB314 6-024-Q1-K1-F10 

BLASTX 

g3080393 

139 

1.0e-08 
44 
64 

(AL022603) 
thaliana] 



NADH dehydrogenase like protein [Arabidopsis 



Seq. No. 



213609 



29731 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-024-Q1-K1-F11 

BLASTX 

g584706 

654 

9.0e-69 
138 
8 6 

ASPARTATE AMINOTRANSFERASE , CYTOPLASMIC (TRANSAMINASE A) 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213610 

LIB3146-024-Q1-K1-F2 

BLASTX 

gl346156 

564 

3.0e-58 

125 

83 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 2 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481943_pir S40213 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437 997_emb_CAA81079_ (Z25860) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 



Seq. No. 


213611 


Seq. ID 


LIB3146-024-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4371285 


BLAST score 


589 


E value 


4.0e-61 


Match length 


141 


% identity 


77 


NCBI Description 


(AC006260) hypothetical protein 


Seq. No. 


213612 


Seq. ID 


LIB3146-024-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g4567250 


BLAST score 


262 


E value 


8.0e-23 


Match length 


88 


% identity 


53 


NCBI Description 


(AC007070) hypothetical protein 


Seq. No. 


213613 


Seq. ID 


LIB3146-024-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4580384 


BLAST score 


124 


E value 


2.0e-14 


Match length 


61 


% identity 


70 


NCBI Description 


(AC007184) putative histone H2B 
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^ » i*t\-/ * 


213614 


Seq. ID 


LIB3146-024- 


Mpthod 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


259 


E value 


2.0e-22 


lid U wll X^llH 


72 


o J- li u J. y 


68 


NCBI Description 


(AC003000) ] 




213615 


Seq. ID 


LIB3146-024 


Method 


BLASTX 


NCBI GI 


g3269284 


BLAST score 


423 


F, valuf 1 


1.0e-41 


M3t"r*h 1 prtrrth 


124 




70 


NCBI DescriDtion 


(AL030978) 




213616 

£* -L. -J \J -i- \J 


Seq. ID 


LIB3146-024 


Mpthod 


BLASTX 


NCBI GI 


g4580394 


BLAST score 


468 


E value 


6.0e-47 


M3l~r , h 1 print h 

L Id L. \>11 XullU 1^11 


145 




61 




(AC001111) 




thaliana] 




213617 




LIB3146-024 




RT.ASTX 


NCBI GI 


g4580384 


BLAST score 


364 


E value 


9.0e-35 


M^'hfh 1 pnrrfh 

Liu U>->11 _L CllU U 11 


75 


S; "i dpnt "i t* v 

o xvj.^ii i— u> y 


97 


NCBI Description 


(AC007184) 


UC^t IN \J • 


213618 


Seq. ID 


LIB3146-024 


Method 


BLASTX 


NCBI GI 


g3063396 


BLAST score 


451 


E value 


3.0e-50 


Match length 


118 


% identity 


82 


NCBI Description 


(AB012947) 



hypothetical protein [Arabidopsis thaliana] 



putative fatty acid elongase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value _ 



213619 

LIB3146-024-Q1-K1-H4 

BLASTX 

g470340 

190 

2.0e-14 
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# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
- BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 
38 

(U00043) similar to beta-mannosyltransf erase 
[Caenorhabditis elegans] 



213620 

LIB3146-024-Q1-K1-H6 

BLASTX 

g729671 

171 

9.0e-26 

106 

69 

HISTONE H2A >gi_473603 



(U08225) histone H2A [Zea mays] 



213621 

LIB3146-024-Q1-K1-H7 

BLASTX 

g3434975 

441 

9.0e-44 

119 

76 

(AB008107) ethylene responsive element binding factor 5 
[Arabidopsis thaliana] 

213622 

LIB3146-024-Q1-K1-H8 

BLASTX 

g3860247 

430 

2.0e-42 

90 

89 

(AC005824) unknown protein [Arabidopsis thaliana] 
213623 

LIB314 6-024-Q1-K1-H9 

BLASTX 

g3204101 

144 

6.0e-09 

108 
31 

(AJ0067 60) hypothetical protein [Cicer arietinum] 
213624 

LIB3146-025-Q1-K1-A1 

BLASTX 

g3738285 

168 

8.0e-12 

47 

66 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 



213625 



29734 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-025-Q1-K1-A11 

BLASTX 

g3851636 

438 

2.0e-43 

100 

82 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213626 

LIB3146-025-Q1-K1-A12 

BLASTX 

g2352492 

379 

1.0e-36 

131 

60 

(AF005047) 
thaliana] 
response ' 



transport inhibitor response 1 [Arabidopsis 
>gi_23524 94 (AF005048) transport inhibitor 
. [Arabidopsis thaliana] 



213627 

LIB3146-025-Q1-K1-A2 

BLASTN 

g3821780 

37 

3,0e-ll 

37 

100 

Xenopus laevis cDNA clone 27A6-1 
213628 

LIB3146-025-Q1-K1-A4 

BLASTX 

g2688824 

253 

4.0e-22 

67 

73 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



213629 

LIB3146-025-Q1-K1-A5 

BLASTX 

g3738285 

233 

2.0e-19 

47 

89 

(AC005309) unknown protein [Arabidopsis thaliana] 
213630 

LIB3146-025-Q1-K1-A6 

BLASTX 

g2661840 



29735 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



461 

4.0e-46 

143 

62 

(Y15430) adenosine kinase [Physcomitrella patens] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213631 

LIB3146-025-Q1-K1-A7 

BLASTX 

g729275 

146 

4.0e-09 

59 

46 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE C (PPIASE C) (ROTAMASE 

C) (PARVULIN) >gi_1084110_pir S48658 parvulin - 

Escherichia coli >gi_693800_bbs_156242 (S73874) parvulin, 
peptidyl- prolyl cis/trans isomerase, PPIase [Escherichia 
coli, K-12 HB101, Peptide, 93 aa] [Escherichia coli] 
>gi_836657 (M8704 9) peptidyl-prolyl cis-trans isomerase C 
[Escherichia coli] >gi_1790211 (AE000454) peptidyl-prolyl 
cis-trans isomerase C (rotamase C) [Escherichia coli] 



Seq. No. 


z lo OOZ 


Seq. ID 


LIB3146-025-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


go / ziyzo 


BLAST score 


i c a 
Job 


E value 


3 . 0e-o4 


Match length 


84 


% identity 


87 


NCBI Description 


(AB017480) chloroplast FtsH protease 


Seq. No. 


213633 


Seq. ID 


LIB3146-025-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3550661 


BLAST score 


466 


E value 


9.0e-47 


Match length 


117 


% identity 


40 


NCBI Description 


(AJ001310) 39 kDa EF-Hand containing 




tuberosum] 


Seq. No. 


213634 


Seq. ID 


LIB3146-025-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


g2558961 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


109 


% identity 


84 


NCBI Description 


Gossypium hirsutum histone H2B1 mRNA 


Seq. No. 


213635 


Seq. ID 


LIB3146-025-Q1-K1-B7 


Method 


BLASTX 



[Nicotiana tabacum] 



[Solanum 



29736 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl076668 
363 

6.0e-35 

92 

80 

NADH dehydrogenase (EC 1.6.99.3) 
>gi_639834_emb_CAA58823_ (X83999) 
[Solanum tuberosum] 



- potato 

NADH dehydrogenase 



213636 

LIB3146-025-Q1-K1-B8 

BLASTX 

g2245077 

692 

3.0e-73 

148 

85 

(Z97343) glucanase homolog [Arabidopsis thaliana] 



213637 

LIB314 6-025-Q1-K1-C1 

BLASTX 

gl076668 

758 

6.0e-81 

.,-147 
96 

NADH dehydrogenase (EC 1. 
>gi_63 983 4_emb_CAA5 8 8 2 3_ 
[Solanum tuberosum] 



6.99.3) - potato 

(X83999) NADH dehydrogenase 



213638 

LIB314 6-025-Q1-K1-C11 

BLASTX 

g3150415 

593 

1.0e-61 ' 

128 
25 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 

213639 

LIB3146-025-Q1-K1-C2 

BLASTX 

g!33940 

241 

6.0e-21 

55 

91 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi_7 0851_pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 



Seq. No. 



213640 



29737 



Seq. ID LIB3146-025-Q1-K1-C3 

Method BLASTX 

NCBI GI g2970556 

BLAST score 623 

E value 4.0e-65 

Match length 141 

% identity 83 

NCBI Description (AF049708) aspartokinase-homoserine dehydrogenase [Glycine 
max] 

Seq. No. 213641 

Seq. ID LIB3146-025-Q1-K1-C6 

Method BLASTX 

NCBI GI g4455239 

BLAST score 213 

E value 3.0e-17 

Match length 68 

% identity 50 

NCBI Description (AL035523) abscisic acid-induced-like protein [Arabidopsis 
thaliana] 

213642 

LIB3146-025-Q1-K1-C7 
BLASTX 
g2130088 
172 

2.0e-12 
34 
91 

ubiquitin conjugating enzyme - rice >gi_1373001 (U15971) 
ubiquitin conjugating enzyme [Oryza sativa] 



Seq. No. 213643 

Seq. ID LIB3146-025-Q1-K1-D1 

Method BLASTX 

NCBI GI gl906830 

BLAST score 354 

E value 1.0e-33 

Match length 108 

% identity 65 

NCBI Description (Y11829) heat shock protein [Arabidopsis thaliana] 

Seq. No. 213644 

Seq. ID LIB3146-025-Q1-K1-D11 

Method BLASTX 

NCBI GI g4508073 

BLAST score 437 

E value 2.0e-43 

Match length 130 

% identity 64 

NCBI Description (AC005882) 43220 [Arabidopsis thaliana] 

Seq. No. 213645 

Seq. ID LIB3146-025-Q1-K1-D2 

Method BLASTX 

NCBI GI g3158376 

BLAST score 388 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29738 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-37 

109 

72 

(AF035385) unknown [Arabidopsis thaliana] 
213646 

LIB3146-025-Q1-K1-D3 

BLASTX 

g!173187 

405 

1.0e-59 

124 

90 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e 7 cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 



Seq. No. 


213647 


Seq. ID 


LIB3146-025- 


Method 


BLASTX 


NCBI GI 


g3004550 


BLAST score 


225 


E value 


2.0e-18 


Match length 


73 


% identity 


62 


NCBI Description 


(AC003673) 


Seq. No. 


213648 


Seq. ID 


LIB3146-025 


Method 


BLASTX 


NCBI GI 


g730583 


BLAST score 


245 


E value 


5.0e-21 


Match length 


62 


% identity 


79 


NCBI Description 


60S ACIDIC 



-D4 



(X78213) 60s 
argentatum] 



acidic ribosomal protein P2 [ Parthenium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



213649 

LIB3146-025-Q1-K1-D8 

BLASTX 

gl938424 

235 

1.0e-19 

86 

57 

(U97002) similar to acyl-CoA dehydrogenases and epoxide 
hydrolases [Caenorhabditis elegans] 

213650 

LIB3146-025-Q1-K1-E12 
BLASTX 
g70772 
,283 
2.0e-25 



29739 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



56 
100 

histone H4 
pea 



- wheat >gi_70773_pir HSPM4 histone H4 - garden 



213651 

LIB3146-025-Q1-K1-E4 

BLASTX 

g3169180 

455 

2.0e-45 

97 

89 

(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 

213652 

LIB3146-025-Q1-K1-E5 

BLASTX 

gl771160 

224 

3.0e-18 

64 

67 

(X98929) SBT1 [Lycopersicon esculentum] 
>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

213653 

LIB3146-025-Q1-K1-E6 

BLASTX 

gl220196 

469 

4.0e-47 

125 
74 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
213654 

LIB3146-025-Q1-K1-F12 

BLASTX 

gl076389 

632 

3.0e-66 

131 

21 

protein phosphatase 2A pDFl - Arabidopsis thaliana 
>gi_683502_emb_CAA57528_ (X82002) protein phosphatase 2A 65 
kDa regulatory subunit [Arabidopsis thaliana] 

213655 

LIB3146-025-Q1-K1-F2 

BLASTX 

gl097877 

481 

3.0e-60 
132 



29740 








93 




TJPRT Hp^rri rat i on 


amino levulinate dehydratase [Lycopersicon esculentum] 






213656 




9po TO 


LIB3146-025-Q1-K1-F7 




1 id U 11UU 


BLASTX 




NCBI GI 


g4104931 




BLAST score 


144 




R V3 1 IIP 


6.0e-09 




Mat* oh 1 pnrrt*h 

J.MCL L. v^il X ^1 1 ^ Ull 


27 






93 




"NIPRT Dp^r'TH rat Ion 


(AF042196) auxin response factor 8 [Arabidopsis thaliana] 






213657 




C prr Tf) 
JCL| • X U 


LIB3146-025-O1-K1-F8 




i w itJ L.11UU 


BLASTX 




NCBI GI 


g2914706 




BLAST score 


275 




TP va 1 IIP 


1.0e-25 




M^t ph 1 print" n 

LICLL-Oil _L C1J.LJ L.11 


81 




% t Hori"l"i i~ \t 


75 


y ^ 


KIPRT Dp^pririf i on 


(AC003974) putative homeobox protein [Arabidopsis thaliana] 




o e CJ • IN O • 


21 ^65fi 

£.1 JU JO 




Cpff Tf) 


LIB314 6-025-O1-K1-G10 




lXic LIIOU. 


RT.A9TX 

Dlinu X A 




NCBI GI 


g2677830 




BLAST score 


564 




E value 


-3 np-5ft 

O • L/C %J O 






122 




15 X vJ.fc?X 1 L X L. y 


92 


;=as: 


INLvXjX L'CijL-J.XpUlL'll 


(U93168) ribosomal protein L12 [Prunus armeniaca] 


O 




z. x vj _/ 




OCVj * XX/ 


LIB3146-025-Q1-K1-G2 




JXlfc; L.I1UU. 


BLASTX 




INODx ul 


rr4 21 fi26 




OT TV CP <-> /-i /^i v" 

Dij/io i score 






E value 


4.0e-28 




Match length 


60 




% "7 HoTTh 1 t"W 


87 




iNL^OX UcoLIiy L1UU 


rh 1 oronhvl 1 a/b-bindina nrotein CP29 - Arabidopsis thaliana 






>rr-i 2Qfif)36 pmb rAA50712 fX71878) CP29 TArabidoosis 






thaliana 1 

Lii -L, _L. U ilu J 




O t; CJ . LN O . 








LIB3146-025-O1-K1-G3 




lie l.hljlx 


BLASTX 




NCBI GI 


rr*^Q1 401 S 




DT ACT 1 oon r-o 


1 S7 

X J / 




TP Vri 1 IIP 
i— 1 V CIX 


2. Oe-10 




Match length 


149 




% identity 


26 




NCBI Description 


TRANSCRIPTION-REPAIR COUPLING FACTOR (TRCF) 




>gi 1001661 dbj BAA10395_ (D64002) transcription-repair 






coupling factor [Synechocystis sp.] 



29741 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
'NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213661 

LIB3146-025-Q1-K1-G4 

BLASTX 

g4322948 

235 

5.0e-20 

51 

84 

(AF097180) cystathionine gamma- synthase precursor 
[Nicotiana tabacum] 

213662 

LIB3146-025-Q1-K1-G6 

BLASTX 

g544242 

482 

1.0e-48 

109 

82 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_485498_pir S33533 heat shock protein 90 homolog 

precursor - barley >gi_22652_emb_CAA48143_ (X67960) GRP94 
homologue [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213663 

LIB3146-025-Q1-K1-G8 

BLASTX 

gl742951 

449 

1.0e-44 

96 

92 

(Y09817) Ca2+-ATPase [Arabidopsis thaliana] 
213664 

LIB3146-025-Q1-K1-H2 

BLASTX 

g3242785 

491 

1.0e-49 
108 
84 

(AF055355) 
thaliana] 



respiratory burst oxidase protein C [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213665 

LIB3146-025-Q1-K1-H3 

BLASTX 

g3608147 

321 

1.0e-29 
146 
37 

(AC005314) 
precursor 



putative chloroplast 31 kDa ribonucleoprotein 
[Arabidopsis thaliana] 



Seq. No. 



213666 



29742 



Seq. ID 


LIB314 6-025-Q1-K1-H5 


L ¥ Jt£ UliUvJ. 


BLASTX 


NCBI GI 


g3551838 


BLAST score 


231 


V ~\7Z\ 1 np 

Jli VCLX U." 


1.0e-19 


Mp'hr'h 1 pnrrf h 
lid i— icuy uii. 


74 




69 


NCBI Description 


(AF070967) SKPl-like protein [Nicotiana clevelandii] 




213667 


Seq. ID 


LIB314 6-025-Q1-K2-A1 




BLASTX 


NCBI GI 


gl813329 


BLAST score 


150 


V T7"P^ 1 IIP 
J_t V G-L U. 


4 . 0e-10 


Matph 1 Pncrth 
11a. (—^ii 1cnyL.11 


30 


x> lucii ix l. y 


90 


1 -L. i-</ O *w — L. I— - -i- V— / J. J- 


(AB000637) HMG-1 [Canavalia gladiata] 




213668 


Seq. ID 


LIB3146-025-Q1-K2-A11 




BLASTX 


NCBI GI 


g2760327 


BLAST score 


154 


t7a 1 no 


4 . 0e-10 


Ma+"ph 1 on rr+* Vi 
rJa LUil xtsiiy 


30 


^ iciem_xi_y 






(AC002130) F1N21.12 [Arabidopsis thaliana] 


oeq. wo* 


^1 X J u u ^ 


JCI^i X U 


LIB314 6-025-Q1-K2-A2 


IMC UlllJLA. 


BLASTX 


NCBI GI 


g4126401 


BLAST score 


412 


Hj vaxuc 


2 . 0e-40 


i v ictuoxi icily 


93 




85 


1N\_'I_> X L/Cov 1 — Lj>J 1 — L^>li 


(AB011795) flavanone 3-hydroxylase [Citrus sinensis] 




213670 


Sea. ID 


LIB3146-025-Q1-K2-A3 




BLASTX 


NCBI GI 


g4538913 


BLAST score 


170 


Hi V CL JL U.C 


5 . Oe-12 




78 


% lUcilLlLy 






fAT.04 94 82^ mutative nrotein [Arabidopsis thaliana] 






Spa ID 


LIB3146-025-Q1-K2-A4 


Method 


BLASTX 


NCBI GI 


g481818 


BLAST score 


282 


E value 


3.0e-25 


Match length 


52 - 


% identity 


98 



29743 



NCBI Description coproporphyrinogen oxidase - soybean 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213672 

LIB3146-025-Q1-K2-A8 

BLASTX 

g2465434 

369 

2.0e-35 

94 

74 

(AF022142) flavanone 



3beta-hydroxylase [Petunia x hybrida] 



213673 

LIB3146-025-Q1-K2-A9 

BLASTX 

g2245136 

342 

2.0e-32 

96 

71 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

213674 

LIB3146-025-Q1-K2-B1 

BLASTX 

g2245136 

554 

5.0e-57 

137 

76 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

213675 

LIB3146-025-Q1-K2-B10 

BLASTN 

g619750 

33 

5.0e-09 

33 

100 

Arabidopsis thaliana phosphoribosylanthranilate isomerase 
(PAI1) gene, complete cds 

213676 

LIB3146-025-Q1-K2-B11 

BLASTX 

g2326772 

473 

1.0e-47 

136 
64 

(Y14507) anther-specific protein [Nicotiana sylvestris] 
>gi_2326774_emb_CAA74846_ (Y14506) anther-specific protein 
[Nicotiana sylvestris] 



29744 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213677 

LIB314 6-025-Q1-K2-B2 

BLASTX 

g3860255 

302 

2.0e-27 

136 

49 

(AC005824) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213678 

LIB3146-025-Q1-K2-B4 

BLASTX 

g2736147 

409 

3.0e-40 

112 

64 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi_3132481 (AC003096) fatty acid hydroxylase, 
FAH1 [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


LIB3146-025-Q1-K2-B9 


Method 


BLASTX 


NCBI GI 


g432496 7 


BLAST score 


688 


E value 


9.0e-73 


Match length 


136 


% identity 


99 


NCBI Description 


(AF114796) ADP-ribosylation 


Seq. No. 


213680 


Seq. ID 


LIB3146-025-Q1-K2-C11 


Method 


BLASTX 


NCBI GI 


g2342735 


BLAST score 


351 


E value 


4.0e-40 


Match length 


116 


% identity 


66 


NCBI Description 


(AC002341) unknown protein 


Seq. No. 


213681 


Seq. ID 


LIB314 6-025-Q1-K2-C3 


Method 


BLASTX 


NCBI GI 


g4580389 


BLAST score 


223 


E value 


1.0e-18 


Match length 


56 


% identity 


75 


NCBI Description 


(AC007171) unknown protein 


Seq. No. 


213682 


Seq. ID 


LIB3146-025-Q1-K2-C6 


Method 


BLASTX 


NCBI GI 


gl730171 


BLAST score 


509 



[Glycine max] 



29745 



E value 
Match length 
% identity 
NCBI Description 



8.0e-52 

120 

82 

GLUCOSE- 6- PHOSPHATE ISOMERASE, CYTOSOLIC 1 (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) (PHOSPHOHEXOSE ISOMERASE) 
(PHI) >gi_1370066_emb_CAA61574_ (X89394) 
glucose-6-phosphate isomerase [Clarkia williamsonii] 



O c q • IN U . 


L 1 J VU J 


q prr t n 
Otsq • XU 


LIB3146-025-O1-K2-C7 








a2208944 




529 


E value 


4.0e-54 


Match length 


134 


% identity 


74 


NCBI Description 


(Y11120) nodulin-35 homologue 


Seq. No. 


213684 


Seq. ID 


LIB3146-025-Q1-K2-C9 


Method 


BLASTX 


NCBI GI 


g3914685 


BLAST score 


637 


E value 


8.0e-67 


Match length 


132 


% identity 


91 


NCBI Description 


60S RIBOSOMAL PROTEIN L17 >gi : 



[Arabidopsis thaliana] 



protein L17 [Zea mays] 



Seq. No. 


213685 


Seq. ID 


LIB3146-025- 


Method 


BLASTX 


NCBI GI 


g3402704 


BLAST score 


318 


E value 


2.0e-29 


Match length 


130 


% identity 


51 


NCBI Description 


(AC004261) ] 


Seq. No. 


213686 


Seq. ID 


LIB3146-025- 


Method 


BLASTX 


NCBI GI 


g3860258 


BLAST score 


145 


E value 


4.0e-09 


Match length 


38 


% identity 


68 


NCBI Description 


(AC005824) 1 


Seq. No. 


213687 


Seq. ID 


LIB3146-025 


Method 


BLASTX 


NCBI GI 


g2213594 


BLAST score 


253 


E value 


9.0e-22 


Match length 


122 


% identity 


43 



-K2-D11 



hypothetical protein [Arabidopsis thaliana] 



unknown protein [Arabidopsis thaliana] 



29746 



NCBI Description (AC000348) T7N9.14 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213688 

LIB3146-025-Q1-K2-D8 

BLASTX 

g629692 

212 

6.0e-17 

121 

42 

hypothetical protein - common tobacco 

>gi_506471_emb_CAA56189_ (X79794) unnamed protein product 
[Nicotiana tabacum] 





Seq. No. 


213689 




Seq. ID 


T TTJ"31 A£.— C\0 R— HI — K"9 — Fl 




Method 


T3T 2\CTY 
DLiriO 1 A 




NCBI GI 


gz ojz bZ o 




BLAbi score 


A 9 Q 


'■=■== 


E value 


z . ue— 4z 


y ii 


Match length 


1ZD 




% identity 


7 n 


yy 
4F 


NCBI Description 


(ALUzl/11) pUTZatllVe protein LHiaulUUpblo L.iia-L-La..iia.j 




Seq. No. 


213690 


' 


Seq, ID 


T T"D "3 1 A ^-00^-01 _T£"0— TTl n 

L1dJ14o UZO-yl i\i CilU 


y * 


Method 


nT AO rpV 




NCBI GI 


goo /boy 




BLAST score 


1/0 




E value 


1 . ue-iz 


r. 


Match length 


91 


' 


% identity 


A 1 
4 1 




NCBI Description 


(U14loo} lipid rransrer protein L J - > *i co '-- , - ciI1<::i i-a.u&ouiu.j 




Seq. No. 


213691 




Seq. ID 


LIB3146-025-Q1-K2-E11 




Method 


BLASTX 




NCBI GI 


g2984709 




BLAST score 


385 




E value 


2.0e-37 




Match length 


115 




% identity 


66 




NCBI Description 


(AF053468) Dna J- related protein ZMDJ1 [Zea mays] 




Seq. No. 


213692 




Seq. ID 


LIB314 6-025-Q1-K2-E2 




Method 


BLASTX 




NCBI GI 


g729470 




BLAST score 


182 




E value 


2.0e-13 




Match length 


51 




% identity 


71 




NCBI Description 


MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 



(NAD- DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_2977 98_emb_CAA79702_ 
(Z21493) mitochondrial formate dehydrogenase precursor 



29747 



[Solarium tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213693 

LIB3146-025-Q1-K2-E5 

BLASTX 

gl708971 

148 

1.0e-09 

60 

50 

(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 

(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 

>gi_421871_pir S32156 mandelonitrile lyase (EC 4.1.2.10) - 

black cherry >gi_288116_emb_CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi_1730332 (U78814) 

(R)-(+) -mandelonitrile lyase isoform MDL1 precursor [Prunus 
serotina] >gi_1090776_prf 2019441A mandelonitrile lyase 

[Prunus serotina] 



Seq. No. 




Seq. ID 




Method 


BLASTX 


NCBI GI 


gzu / 


BLAST score 


4 yo 


E value 


3.0e-50 


Match length 


106 


% identity 


85 


NCBI Description 


(X54377) P-protein subunit of 


complex [Pi sum sativum] 


Seq. No. 


213695 


Seq. ID 


LIB314 D-UzD-Ql-Kz-r! 1 


Method 


tit TVOTV 


NCBI GI 


g3859534 


BLAST score 


193 


E value 


5*0e-15 


Match length 


43 


% identity 


81 


NCBI Description 


(AF095452) asparagine synthet 


Seq. No. 


213696 


Seq. ID 


LIB3146-025-Q1-K2-F10 


Method 


BLASTN 


NCBI GI 


g939859 


BLAST score 


34 


E value 


2.0e-10 


Match length 


58 


% identity 


90 


NCBI Description 


B.pilosa mRNA for calmodulin 


Seq. No. 


213697 


Seq. ID 


LIB3146-025-Q1-K2-F11 


Method 


BLASTX 


NCBI GI 


gl25271 


BLAST score 


479 


E value 


2.0e-48 


Match length 


97 



29748 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

CASEIN KINASE II, ALPHA CHAIN (CK II) (CK2 -ALPHA) 

>gi_100860_pir S19726 casein kinase II (EC 2.7.1.-) alpha 

chain - maize >gi_3318993_pdb_lA60_ Protein Kinase Ck2 
(Catalytic Subunit) From Zea Mays >gi_22117_emb_CAA43659_ 
(X61387) casein kinase II alpha subunit [Zea mays] 

213698 

LIB314 6-025-Q1-K2-F2 

BLASTN 

g2264310 

35 

3.0e-10 

43 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKP11, complete sequence [Arabidopsis thaliana] 



dean TJri 


213699 


beq. id 


t rmi 4 £— noR— m —v~> — em 


Method 


T3 T 7\ QT>V 


JNUox vjx 


y z o u ,?^~± o 






E value 


O » Uc XX 


Match length 


51 


% identity 


61 


NUrsi uescripuion 


Ir&^UU^ 0 OU / C t^Ul. 1j |_r\x7aJJXa.OpoX o LllcLXXciXIci. J 


Seq. No. 


zij / UU 


oeq. xu 


XiXliOXftO \J£D V-L ^-1- 


Method 


rSxjiio i A 


■MOOT /"•T 

NCBI GI 


gjoouzoo 


biiAbi score 


loo 


Hi V ctx Lie 


4 . Oe-14 


Match length 


73 


% identity 


60 


NCBI Description 


(AC005824) hypothetical protein [Arabidopsis 


Seq. No. 


213701 


Seq. ID 


LIB3146-025-Q1-K2-G11 


Method 


BLASTN 


NCBI GI 


g3702724 


BLAST score 


60 


E value 


2.0e-25 


Match length 


104 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




K17N15, complete sequence [Arabidopsis thalic 


Seq. No. 


213702 


Seq. ID 


LIB3146-025-Q1-K2-G3 


Method 


BLASTN 


NCBI GI 


g22553 


BLAST score 


78 


E value 


6.0e-36 


Match length 


86 


% identity 


98 



5, TAG clone: 



29749 



NCBI Description 



Tomato 25S ribosomal RNA gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213703 

LIB3146-025-Q1-K2-G8 

BLASTX 

g4115915 

316 

4.0e-37 

124 
65 

(AF118222) contains similarity to Helix pomatia br-1 
protein (GB: X96994) [Arabidopsis thaliana] 

213704 

LIB3146-025-Q1-K2-H2 

BLASTX 

g3894172 

414 

1.0e-40 

122 
60 

(AC005312) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213705 

LIB3146-025-Q1-K2-H3 

BLASTX 

gl001607 

168 

8.0e-12 

53 
55 

(D64000) hypothetical protein [Synechocystis sp.] 
213706 

LIB3146-025-Q1-K2-H7 

BLASTX 

g2935300 

552 

5.0e-57 

112 

96 

(AF038046) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
2 [Gossypium hirsutum] 

213707 

LIB3146-025-Q1-K2-H8 

BLASTN 

g3236479 

33 

5.0e-09 

65 

88 

Arabidopsis thaliana BAC F9H3, from chromosome IV near 18.8 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 



213708 



29750 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3146-026-Q1-K2-A11 

BLASTX 

g3851636 

415 

8.0e-41 

95 
81 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4128206 
4 OS ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213709 

LIB314 6-026-Q1-K2-A3 

BLASTX 

g729275 

150 

1.0e-09 

59 

47 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE C (PPIASE C) (ROTAMASE 

C) (PARVULIN) >gi_1084110_pir S48658 parvulin - 

Escherichia coli >gi_693800_bbs_156242 (S73874) parvulin, 
peptidyl- prolyl cis/trans isomerase, PPIase [Escherichia 
coli, K-12 HB101, Peptide, 93 aa] [Escherichia coli] 
>gi_836657 (M87049) peptidyl-prolyl cis-trans isomerase C 
[Escherichia coli] >gi_1790211 (AE000454) peptidyl-prolyl 
cis-trans isomerase C (rotamase C) [Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213710 

LIB3146-026-Q1-K2-A4 

BLASTX 

g2688824 

272 

4.0e-26 

95 

72 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213711 

LIB314 6-026-Q1-K2-A6 

BLASTX 

g2661840 

337 

1.0e-31 

110 

60 

(Y15430) adenosine kinase [Physcomitrella patens] 



213712 

LIB3146-026-Q1-K2-A8 

BLASTX 

g3721926 

563 

4.0e-58 

127 

89 

(AB017480) chloroplast FtsH protease 



[Nicotiana tabacum] 



29751 



Qpn TsJn 

IN • 


213713 


beq. IJJ 




Method 


BLASTX 


NCBI GI 


g2245119 


T3 T ACT 1 a rrwa 


428 


Jit VcllUc 


3 . Oe-42 


jyiau.cn iengT.n 


i ia 


Q. -1 /-> T~l 4~ 1 -4- T T 

•6 iaeiix.ii-y 




JMUni uescription 


( 7Q7^4^^ unnampd nrotein product fArabidopsis thaliana] 


Oct]. In U • 


213714 


beq. ID 


T TR^1 4^—09^—01 — K9 — "Rl 


Method 


BLASTX 


NCBI GI 


gl263291 


DT 7\ O T 1 cnnro 


532 


Hi ValUc 




^/T ^ r^il^ T /^f +• V\ 

Maticn lengtii 


1 1 7 




84 


jnojjI uescr ipi_ioii 


/n4Q4S9^ fll mhnl dehvdrocrenase 2b rGossvpium hirsutuia] 


UC^* INU • 


213715 


beq. iu 


T TM1 4^-096-01 -K9-R10 


Method 


BLASTX 


NCBI GI 


g3212869 




A A ^ 

Tt f± D 


E value 




Match length 


1 1 Q 

llo 


^ iaemziT_y 


oo 


NCBI Description 


/ apfifi/innR ^ nntnown nrn^piTi r Ar^bidonsis thaliana! 


oeq . ino • 




Seq. ID 


T TM1 fl9^— fll — K9— Rl 1 
LiDji*tO uzo ^/i rvz; on 


Method 


JDlirlO 1 A. 


NCBI GI 


gl082801 


BLAST score 


146 


E value 


4.0e-18 


jyiaT.cn ienyu.ii 




% identity 






«?n1irina factor SF3a60 - human >ai 551450 emb CAA57388 




^Yfi17fiQ^ c;nl ip-inrr farfnr ^F^^fiO THomo saDiens! 


beq. in 0 . 


91 ^71 7 


Seq. ID 




Method 


"RT 21QTY 


NCBI GI 


g3550661 


BLAST score 


466 


Hj vaiue 


y • uc *i / 


Match length 


117 
11 / 


% identity 




LNUol uescriptiuil 


fA.THOI "31 fn VDa EF-Hand containina protein [Solanum 




tuberosum] 


Seq. No. 


213718 


Seq. ID 


LIB3146-026-Q1-K2-B7 


Method 


BLASTX 


NCBI GI 


g!076668 



29752 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



700 

3.0e-74 

136 

96 

NADH dehydrogenase (EC 1.6.99.3) - potato 
>gi_639834_emb_CAA58823_ (X83999) NADH dehydrogenase 
[Solanum tuberosum] 

213719 

LIB3146-026-Q1-K2-B8 

BLASTX 

g2245077 

630 

5.0e-66 

132 

86 

(Z97343) glucanase homolog [Arabidopsis thaliana] 
213720 

LIB314 6-026-Q1-K2-C11 

BLASTX 

g3150415 

605 

5.0e-63 

130 

25 

(AC004165) sec!3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method ~ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213721 

LIB314 6-026-Q1-K2-C2 

BLASTX 

gll73253 

462 

2.0e-46 

107 

90 

40S RIBOSOMAL PROTEIN S3 >gi_543317_pir S41170 ribosomal 

protein S3 - mouse >gi_57728_emb_CAA35916_ (X51536) 
ribosomal protein S3 (AA 1-243) [Rattus rattus] 
>gi_439522_emb_CAA54167_ (X76772) ribosomal protein S3 [Mus 
mus cuius] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213722 

LIB3146-026-Q1-K2-C3 

BLASTX 

g2130088 

144 

4.0e-09 

34 

82 

ubiquitin conjugating enzyme - rice >gi_1373001 
ubiquitin conjugating enzyme [Oryza sativa] 



(015971) 



Seq. No. 
Seq. ID 



213723 

LIB3146-026-Q1-K2-C5 



29753 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2970556 

571 

5.0e-59 

131 

82 

(AF04 9708) aspartokinase-homoserine dehydrogenase [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



213724 

LIB3146-026-Q1-K2-C6 

BLASTX 

g4455239 

213 

4.0e-17 
68 
50 

(AL035523) 
thaliana] 



abscisic acid-induced-like protein [Arabidopsis 



213725 

LIB3146-026-Q1-K2-C7 

BLASTX 

gl906830 

354 

1.0e-33 

108 

65 

(Y11829) heat shock protein [Arabidopsis thaliana] 



213726 

LIB3146-026-Q1-K2-C9 

BLASTX 

g3046731 

288 

7.0e-26 

71 

79 

(AJ005373) protein kinase 



[Craterostigma plantagineum] 



213727 

LIB3146-026-Q1-K2-D1 

BLASTX 

g3152618 

544 

6.0e-56 

127 
81 

(AC004482) putative pectinesterase [Arabidopsis thaliana] 
>gi_3242724 (AC003040) putative pectinesterase [Arabidopsis 
thaliana] 

213728 

LIB314 6-026-Q1-K2-D11 

BLASTX 

g4508073 

447 



29754 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-44 

136 

62 

(AC005882) 



43220 [Arabidopsis thaliana] 



213729 

LIB3146-026-Q1-K2-D2 

BLASTX 

g542200 

306 

5.0e-28 

125 

54 

hypothetical protein - garden asparagus 
>gi_452714_emb_CAA54526_ (X77320) unknown 
officinalis] 



[Asparagus 



213730 

LIB3146-026-Q1-K2-D4 

BLASTX 

g4185153 

234 

1.0e-19 

73 

63 

(AC005724) hypothetical protein [Arabidopsis thaliana] 
213731 

LIB3146-026-Q1-K2-D5 

BLASTX 

gll73187 

569 

8.0e-59 

112 

96 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

213732 

LIB3146-026-Q1-K2-D8 

BLASTX 

gl938424 

235 

1.0e-19 

86 

57 

(U97002) similar to acyl-CoA dehydrogenases and epoxide 
hydrolases [Caenorhabditis elegans] 

213733 

LIB3146-026-Q1-K2-D9 

BLASTN 

g2564049 

50 

4.0e-19 



29755 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence [Arabidopsis thaliana] 

213734 

LIB3146-026-Q1-K2-E1 

BLASTX 

gl771160 

217 

1.0e-17 

64 
66 

(X98929) SBT1 [Lycopersicon esculentum] 
>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 



213735 

LIB3146-026-Q1-K2-E12 

BLASTX 

g70772 

283 

3.0e-25 

56 

100 

histone H4 - wheat >gi_70773_pir_ 
pea 



HSPM4 histone H4 - garden 



213736 

LIB3146-026-Q1-K2-E4 

BLASTX 

g3169180 

455 

2.0e-45 

97 

89 

(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 


213737 


Seq. ID 


LIB3146- 


Method 


BLASTX 


NCBI GI 


gl220196 


BLAST score 


543 


E value 


6.0e-56 


Match length 


109 


% identity 


96 


NCBI Description 


(U49061) 


Seq. No. 


213738 


Seq. ID 


LIB3146- 


Method 


BLASTX 


NCBI GI 


g3169180 


BLAST score 


187 


E value 


5.0e-14 


Match length 


97 


% identity 


51 



-K2-E6 



alcohol dehydrogenase 2a [Gossypium hirsutum] 



29756 




NCBI Description (AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 


213739 


Seq. ID 


LIB3146-026-Q1-K2-F12 


Mot* hnH 


BLASTX 


WPRT CZT 
INL/DX ui 


y <j o x 1 1. 




224 


V 1 lip 


6.0e-19 


Ma "f~ /"^Vi 1 onrft* 


4Q 


i> X(_iciii_.x L.y 


Q9 


TJPRT Dp<^ r*T*i nt i nn 


(AJ131045) protein phosphatase [Cicer arietinum] 


Seq. No. 


213740 


Seq. ID 


LIB3146-026-Q1-K2-F3 




RT.A^TX 


VTpOT (IT 


rr41 f)4 CR1 


rsxirLo ± score 


X *i 


T7a1 no 
Hi ValUc 


5 . Oe-09 


iyiai.cn xeiiyu.ii 


97 


t> laeuLity 


jj 


tjPRT nperri nt"i nn 


fAF04?196} auxin resDonse factor 8 FArabidoosis thai 


Seq. No. 


213741 


Seq. ID 


LIB3146-026-Q1-K2-F4 


Method. 


DT aQrTiV 
JDXlo.0 1 A 


NLdi IjX 


y 41 Oft / 03 


biaiibi score 


ZXO 


Hi value 


9 Do— 1 7 

z . ue x / 


Match length 


7 R 


% identity 




iN^io-L uescripLiun 


fn919£9^ HPT r Homo q^rci Anql 


Seq. No. 


213742 


Seq. ID 


LIB3146-026-Q1-K2-G1 


Method 


x3LxH.o I A 


MPDT HT 

LNUJdX kj± 


rrl £7Q7D 

y x o / j i u 


nLiAoi score 


*^n^ 


E value 


Z. O 


lyidtcn xengrn 


1 1 n 

IxU 


"1 t T T 

^ iaenuii-.y 


OD 


MfUT FloQr'T*"! tit* i on 


(T.OSQIS^ f^STll aene oroduct TDianthus carvoDhvllus 1 


Seq. No. 


213743 


Seq. ID 


LIB3146-026-Q1-K2-G10 


r\A/-\ V\ ^ ^ 

L v iex.nou. 


JDXtrio 1 A 


JNCdX bl 




oj-iiibi score 


RP9 


IT Tra 1 no 

Hi v a. _L Li" 


2 Oe-60 


Match length 


126 


% identity 


92 


NCBI Description 


(AF101423) ribosomal protein L12 [Cichorium intybus] 


Seq. No. 


213744 


Seq. ID 


LIB3146-026-Q1-K2-G2 


Method 


BLASTX 


NCBI GI 


g3075488 



29757 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398 

2.0e-45 

105 

87 

(AF058796) chlorophyll a/b-binding protein [Oryza sativa] 
213745 

LIB3146-026-Q1-K2-G4 

BLASTX 

g4322948 

235 

1.0e-19 

51 

84 

(AF097180) cystathionine gamma -synthase precursor 
[Nicotiana tabacum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213746 

LIB3146-026-Q1-K2-G6 

BLASTX 

g544242 

151 

2.0e-10 

50 

58 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_4854 98_pir S33533 heat shock protein 90 homolog 

precursor - barley >gi_22652_emb_CAA48143_ (X67960) GRP94 
homologue [Hordeum vulgare] 

213747 

LIB3146-026-Q1-K2-G8 

BLASTX 

gl943751 

449 

8.0e-45 

96 

92 

(U93845) 
protein, 



Arabidopsis thaliana ER-type calcium pump 
complete sequence >gi_2078292 (U96455) ER-type 



Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 
213748 

LIB3146-026-Q1-K2-H2 

BLASTX 

g3242785 

482 

1.0e-48 

108 
82 

(AF055355) respiratory burst oxidase protein C [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



213749 

LIB3146-026-Q1-K2-H3 

BLASTX 

g3242785 



29758 



BLAST score 


146 


E value 


3. Oe-09 


Match length 


67 


% identity 


49 


NCBI Description 


(AF055355) respiratory burst oxidase protein C [Arabidopsi; 




thaliana] 


Seq. No. 


213750 


Seq. ID 


LIB3146-026-Q1-K2-H5 


Method 


BLASTX 


NCBI GI 


g3551838 


BLAST score 


181 


E value 


2.0e-13 


Match length 


48 


% identity 


75 


NCBI Description 


(AF070967) SKPl-like protein [Nicotiana clevelandii] 


Seq. No. 


213751 


Seq. ID 


IrIB314 6-026-Ql-K2-H9 


Method 


BLASTX 


NCBI GI 


gl076316 


BLAST score 


234 


E value 


7.0e-29 


Match length 


120 


% identity 


53 


NCBI Description 


drought -induced protein Dil9 - Arabidopsis thaliana 




>gi 469110 emb CAA55321 (X78584) Dil9 [Arabidopsis 




thaliana] 


Seq. No. 


213752 


Seq. ID 


LIB3146-027-Q1-K1-A10 


Method 


BLASTN 


NCBI GI 


g4210947 


BLAST score 


39 


E value 


2.0e-12 


Match length 


67 


% identity 


90 


NCBI Description 


Hevea brasiliensis DnaJ protein mRNA, complete cds 


Seq. No. 


213753 


Seq. ID 


LIB314 6-027-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g541825 


BLAST score 


664 


E value 


6.0e-70 


Match length 


141 


% identity 


85 


NCBI Description 


protein kinase - spinach >gi 457711 emb CAA82993 (Z30332) 




protein kinase [Spinacia oleracea] 


Seq. No. 


213754 


Seq. ID 


LIB3146-027-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3056595 


BLAST score 


180 


E value 


3.0e-13 


Match length 


44 



29759 



II 





O T 


NCBI Descrirjfeian 


(AC004255} T1F9.16 fArabidoos 


Qon Mr* 


91 ^7^ 


^prr TO 

■JCV^ • J. u 


LIB314 6-027-O1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3402704 


BliAST score 


148 


j_i vai Lie 


2 Oe-09 




1 91 


15 -LUcIIL JL Ly 


^9 


KIPRT np<?rT"l r>fi on 




oeq. ino» 


91 ^7 R£ 




T.TR31 46-097-01 -K1 -AR 




BLASTX 


NCBI GI 


g266579 


BLAST score 


193 


E value 


1.0e-14 


Match length 


49 


% identity 


67 


NCBI Description 


METALLOTHIONE IN-LIKE PROTEIN 



metallothionein [Ricinus communis] 



2 >gi_169713 (L02306) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213757 

LIB3146-027-Q1-K1-A7 

BLASTX 

g4102861 

544 

7.0e-56 

115 

87 

(AF016893) copper/ zinc-superoxide dismutase [Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213758 

LIB3146-027-Q1-K1-B1 

BLASTX 

g4567202 

513 

3.0e-52 

132 

78 

(AC007168) putative myo-inositol 1-phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213759 

LIB3146-027-Q1-K1-B10 

BLASTX 

g4490739 

473 

1.0e-47 

131 
73 

(AL035708) putative protein [Arabidopsis thaliana] 



Seq. No. 



213760 



29760 



Seq. ID 


LIB3146-027-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl871176 


BLAST score 


273 


V. va 1 np 

j-j v a _i_ u. 


4.0e-24 


Match lencrth 


101 


% idenhitv 


55 


NCBI Description 


(U90439) unknown protein 


Sea No 


213761 


Seq. ID 


LIB3146-027-Q1-K1-B8 


Method. 


BLASTX 


NCBI GI 


g3688123 


BLAST score 


577 


E value 


9.0e-60 


Match length 


132 


% identitv 


81 


NPBT DpqpriDt ion 

w J_ JL/ w k_? ^» JL -J. J~s t— -1- V-/J.X 


(AJ006293} aranule-bound 




ma jus] 


Sea No. 


213762 


Seq. ID 


LEB314 6-02-7 -Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


a2586083 


BLAST score 


200 


E value 


1.0e-31 


Mat* ph Ipnath 


141 




^7 


NfR T Dpi c; f T"i "ot* i on 


(111919^) rerentor kinase 




1 onrfi ^tann natal 




ji. J_ J / UJ 


Sea ID 

4^^VJ_. JL JL/ 


LIB3146-027-O1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2961390 


BLAST score 


246 


E value 


4.0e-26 - 


Match lenath 


91 


% identitv 


70 


NCRT np^rn' rit t on 

JL. 1 * \«f JL/ J, JL/ ^ iJ J_ JL krf* L. JL ^ X 1 


(AL022141} beta-aalactos 




thalianal 




213764 


Sea ID 


LIB3146-027-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl495366 


BLAST score 


304 


Jul v CI -L- 


1. Oe-27 


Matr«h 1 pnrrhh 


139 




42 


NCBI Description 


{Z69370) nitrite transpo 


Seq. No. 


213765 


Seq. ID 


LIB3146-027-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl064929 


BLAST score 


546 



[Antirrhinum 



[Cucumis sativus] 



29761 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-56 

124 

85 

(X92967) cyclin A-like protein [Nicotiana tabacum] 
213766 

LIB314 6-027-Q1-K1-C8 

BLASTX 

g4544372 

152 

6.0e-10 

62 

42 

(AC006920) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213767 

LIB3146-027-Q1-K1-C9 

BLASTX 

g3668082 

199 

2.0e-15 

39 
95 

(AC004 667) putative DAL1 protein [Arabidopsis thaliana] 
213768 

LIB314 6-027-Q1-K1-D1 

BLASTX 

g4191255 

587 

6.0e-61 

137 

85 

(AJ132323) chalcone synthase [Casuarina glauca] 
213769 

LIB3146-027-Q1-K1-D11 

BLASTX 

g3461833 

375 

3.0e-36 

76 

86 

(AC004138) putative expansin [Arabidopsis thaliana] 
213770 

LIB3146-027-Q1-K1-D3 

BLASTX 

g951427 

527 

6.0e-54 

130 

77 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 



29762 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213771 

LIB3146-027 

BLASTX 

g4490937 

173 

2.0e-12 

107 

30 

(AJ132261) 
sapiens] 



-Q1-K1-D6 



Mtik 



Setical -helicase K12H4.8-like protein tHomo 



213772 

LIB3146-027-Q1-K1-D8 

BLASTX 

g3924603 

262 

3.0e-26 

77 

79 

(AF069442) putative WD-repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213773 

LIB3146-027-Q1-K1-E1 

BLASTX 

g2739010 

294 

1.0e-26 

132 
46 

(AF022464) CYP77A3p [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213774 

LIB3146-027-Q1-K1-E11 

BLASTX 

g2738949 

667 

3.0e-70 

138 

88 

(AF022213) 
ananassa] 



cytosolic ascorbate peroxidase [Fragaria x 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213775 

LIB3146-027-Q1-K1-E12 

BLASTN 

g4539402 

33 

6.0e-09 

93 

62 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F7L13 



Seq. No. 
Seq. ID 
Method 



213776 

LIB3146-027-Q1-K1-E3 
BLASTX 



29763 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g416641 
128 

7.0e-ll 

50 

74 

INDOLE-3-ACETIC ACID INDUCED PROTEIN ARG4 
>gi_287568_dbj_BAA03309_ (D14413) ORF [Vigna radiata] 



iw> \5 ■ Li \J • 


213777 




OC^J • X xJ 


U1DJ11 U \J / X LvX Hi U 






jjXifio x 




NCBI GI 


a2979546 




BLAST score 


197 




E value 


3.0e-15 




Match length 


58 




% n Heant" "i "t~ v 

o J- ucii -i- i— y 


62 




IMV^OX UCDULXpLXUll 




fATsrii Hon^i ^ 

|_ iT.X CikJ ±U.U £j O X o 


OCy > IN \J • 


213778 




C/-srT T Pi 

oeq. iu 


T TR^1 /I £ — 097—01 _T< r 1 — TT1 




Method 






]N\_,.Dx ox 








i j ^ 




E value 


7.0e-ll 




Match length 


101 




t> iueiii.iLy 


37 




*D ~T naff y"\+" n r\r^ 

viK^n± ue script ion 


(AC005824) unknown protein 


[Arabidopsis 


o e q . in o . 


213779 




beq. iu 


LIB3146-027-Q1-K1-F10 




Method 


BLASTX 




LNV_/D X \3 X 


gl00481 




JD l.lrlO X O X C 


247 




E value 


5.0e-21 




Match length 


69 




% "i Hptit" "i \~\t 
15 lucIlLlLy 


67 




IN Is £3 X UeoOITip L,_LOIi 


fill protein - garden snapdragon 


o tr ^ • i >* \j • 


213780 




oeq* ±U 


LIB3146-027-Q1-K1-F12 




\A ^\ y*% /"^ 


BLASTX 




WI^Dl Vj X 


g3746060 




RT.A53T qrnrp 


262 




R vfl 1 hp 

J_l V GI.X 


8.0e-23 




Match length 


93 




% identity 


58 




NCBI Description 


(AC005311) unknown protein 


[Arabidopsis 


Seq. No. 


213781 




Seq. ID 


LIB3146-027-Q1-K1-F9 




Method 


BLASTX 




NCBI GI 


g2895576 




BLAST score 


142 




E value 


9.0e-09 




Match length 


88 




% identity 


28 




NCBI Description 


(AF041337) vacuolar proton 


pump subunit 



29764 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

El value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 



[Bos taurus] 
213782 

LIB3146-027-Q1-K1-G10 

BLASTX 

gl39780 

202 

9..0e-16 

66 
61 

WOUND-INDUCED PROTEIN 
- potato 

213783 

LIB3146-027-Q1-K1-G2 

BLASTX 

g3885515 

240 

1.0e-20 
46 
96 

(AF084202) 
sativa] 



1 >gi_82293_pir JQ0398 wunl protein 



similar to ribosomal protein S26 [Medicago 



Seq. No. 


213784 


Seq. ID 


LIB3146-027-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


579 


E value 


5.0e-60 


Match length 


135 


% identity 


84 


NCBI Description 


(L08199) peroxidase 


Seq. No. 


213785 


Seq. ID 


LIB3146-027-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3065835 


BLAST score 


151 


E value 


5.0e-10 


Match length 


89 


% identity 


42 


NCBI Description 


(AF058800) putative 




thaliana] - 


Seq. No. 


213786 


Seq. ID 


LIB3146-027-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g!706377 


BLAST score 


351 


E value 


2.0e-33 


Match length 


100 


% identity 


69 



putative methyl t ran sf erase [Arabidopsis 



NCBI Description 



D I HYDROFLAVONOL- 4 - RE DUCTAS E (DFR) ( DI HYDRO KAEMPFEROL 
4 -REDUCTASE) >gi_499018_emb_CAA53578_ (X75964) 
dihydroflavonol reductase [Vitis vinifera] 



29765 



Qpn No 


213787 


Seq. ID 


LIB3146-027-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3065835 


BLAST score 


503 


E value 


4.0e-51 


Match length 


131 


% identity 


75 


NCBI Description 


(AF058800) putative methyltransf erase [Araoidopsis 




thaliana] 


Sea No 


213788 


Seq* ID 


LIB314 6-027-Q1-K1-H10 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1. 0e-10 


Matph 1 pnnth 


36 


% i <i p>rt fi t*v 


100 

J- \J \J 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


O " • LN KJ m 


'•^ 

213789 


Seq. ID 


LIB3146-027-Q1-K1-H2 


Method 


BLASTX 


LNV^DX V_T JL. 


al 1 734 56 


BLAST score 


330 


E value 


7.0e-31 


Match 1 pncrth 


97 


\ Hoirt" "i "hw 


5R 




^mat.t. wi'tpt.f'ar RTRriNnrT.FnppoTFTN ^wrwp corf 1 prdt 




D3) (SM-D31 >ai 600750 (U15009) Sm D3 THomo saoiensl 




?1 3790 

-__ X J / Zf\J 


Sea ID 


LIB314 6-027-O1-K1-H4 

XJ ^ X-J *-/ -I- ;X w w r J- JL A. -L. XX TX 


Method 


BLASTX 


NCBI GI 


g3510253 


BLAST score 


401 


K V3 1 IIP 
111 V d_L LLC 


4 Oe-39 


L -IQ L. 1 L- i 1 


130 


& "i Honf "i "h\7 
o lUCli 1 L Ly 


fid 


NCBT Dp^rri nti on 

L % Ss-/ 4__J -JL -_L -JU -J- \*/_L X 


{ APO 0 5 3 1 0 ) h vnnf hpf i pa 1 riTotpi n r At^ h>i rinr>s i <=? f ha 1 i flna 1 




^- X >_> / 


Sea. ID 


LIB314 6-027-O1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3065835 


BLAST score 


272 


E value 


4.0e-24 


Match length 


102 


9; 1 Hpnt" "i +"47 

0 XU.CX1L J. LJ/ 






fZiTrnRfiPnn ^ niThat" i T7o mc»"}~ H franc ■For* a q a TZlT^aViT H r\n o •! o 
\r\£ \j *J o o \s\J j puLai — L vc iLicLnyiLiaiioici.aoc [niaJJiuupQio 




thaliana! 


Seq. No. 


213792 


Seq. ID 


LIB314 6-027-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2660664 



29766 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170 

5.0e-12 
111 

40 

(AC002342) unknown protein [Arabidopsis thaliana] 



213793 

LIB314 6-027-Q1-K1-H9 

BLASTX 

g2341034 

547 

3.0e-56 

111 

97 

(AC000104) F19P19.13 



[Arabidopsis thaliana] 



213794 

LIB3146-028-Q1-K1-A1 

BLASTX 

g4107099 

453 

3.0e-45 

129 

65 

(AB015141) AHP1 [Arabidopsis thaliana] 

>gi_4156245_dbj_BAA37112_ (AB012570) AT HP 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213795 

LIB3146-028-Q1-K1-A10 

BLASTX 

g3860272 

668 

2.0e-70 

140 

91 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4314399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



213796 

LIB3146-028-Q1-K1-A3 

BLASTX 

g3377801 

264 

5.0e-23 

70 

66 

(AF075597) contains similarity to pectinesterases 
[Arabidopsis thaliana] 

213797 

LIB3146-028-Q1-K1-A4 

BLASTX 

g3293547 

150 

1.0e-09 



29767 




Ma^on ~\ on rxi~ n 
irici tun ±ciiy uii 


102 


15 XV-lfeJIiL, -J- uy 


41 

rt X 


NPRT Hp^rrinf ion 


(AF072709) putative oxidoreductase [Streptomyces lividans 


Corf VTz-n 
OSg. 1NO * 


91 ^7Qfi 
^ xo f ZfO 


Qart IT) 


LIR114 6-028-O1-K1-A7 


i. J.C U ll'w'v-X 


BLASTX 


NCBI GI 


g730456 


BLAST score 


450 


TP T72S 1 no 
Hi value 


7 0^-45 


Maf ph 1 on*T"t""n 
L id L, \_xi xciiy lii 


102 




77 


NT PR T nocpT"! t\^t t /^m 

LN V_,J3X UtJ QUI X t-f L. J-Uil 


40^ RTRO^OMAT, PROTEIN S19 

*± KJ v? X\X | h » "'if i i XT X\V_/ JL XX) -L 1M J_ 


o /-«• Kr<™» 


91 ^7 QQ 


QC^t X L/ 


LIR314 6-028-O1-K1-B1 

JLl JL XJ J X^ V W A- w \> -i- IVX J—' 




BLASTX 


LN^yDX VJX 


g441457 


BLAST score 


630 


E value 


5.0e-66 


L let L, oil xtJiiy Ull 


118 

X X O 


■5 luenciuy 




iN^Di Description 


^V7"^41Q^ nh"i rrni f "i n nnnnnrrsfi nrr &~n7\rme> W. 9 FT.VPnDPr^l POT1 
VA/Ofill7j uJJiLjux Llii uuxi J uy a. uxiiy t;iiz.yiiic xiii. [xiyuupcioiuuii 




C&CUXCllt LULL J 


O s*r "Kin 

beg. JNO • 


£ lOO UU 




T.TR^I 46-098-01 -K1 -Rl 0 


1 it; L-xxvjvJ. 


xj xjiio x /\ 


NCBI GI 


g4325338 


BLAST score 


310 


ill VdlUc 


9 0o-9ft 


L w icil-OIl icily CXI 




% identity 




lnv^oj. uescnpLion 

i 


/ZiTt'l 9P'^Q9^ KTo Hpf i ni +"t rMn 1 "1 no fnnnrl r Arahi HoTi <--; i l3rij-5 
\riC 1/^ O J jZi y . INvJ UcllilXLlUll X XiltS X \J LiJLiLJ, [nx aLiluu^oxo una J-J-aiia 


beq. NO» 




OcLJ. 1U 


T.TR11 46-098-O1-K1-R12 


TvAd "H Vi /~\ 

vi^L. no a 


dt nqfpy 

DxxriO x 


KTPRT flT 

INv^DX VJJL 


rr41 1 SQ1 P 


BLAST score 


379 


E value 


2.0e-36 




1 1 

X X u 




DO 


inuijI ue script ion 


/Z\TT11P999\ c i Ttii 1 a r "ho nacr'^nf t^/^ 1 ^Tr^or^t* i Hp aQQOP'i afpH 
\nc lio^^^ / o XilLX x clx L \J iiaoucuL puiypcLyuxuc ao;DUU±aL.cu 




fnTirnl 1 Tihp r*b a i n T Ayp-iHi rinn^-; I s ? t*hi3l"ip-3n?-il 

UUiULy'X CJ A CL ±Uiia OilCL X X 1 [nXal/lUUpOliJ Uliul.xai.lu J 


beq. Jno . 


o i "3Q n o 
zlooUz 




T TR^1 46 — f!9ft— Ol — K1 -R9 


1 Jt2 LiivJvU, 


OXxriO x z\ 


NCBI GI 


a3327245 


BLAST score 


270 


E value 


9.0e-24 


Match length 


79 


% identity 


62 


NCBI Description 


(AB016083) Ntcl2 [Nicotiana tabacum] 



Seq. No. 213803 



29768 



ij C VJ • -L LJ 


LIB314 6-028-O1-K1-B3 


Mpt hod 


BLASTX 


NCBI GI 


g2791896 


BLAST score 


135 






iyiai.cn iengr.n 




% identity 


£9 


LNOOX uesci ipi.iuii 


^XuO_/-?/J Ifi OlvUci IlUUlcal pi.vJLfcrJ_ll 


oeq . imo • 


91 ^8 04 








BLASTX 


NCBI GI 


g3881976 


BLAST score 


280 


E value 




ixici ten xengtn 


60 


% identity 


OJ 


vi\^iDi. uesci ipL ion 




ocq . INO ■ 


9i ^an^ 




T.TR^I 46-09R-O1 -K1 -fTO 




BLASTX 


NCBI GI 


a3645985 

\j ~ *j ^ \j *j 


BLAST score 


212 


E value 


6.0e-17 


Match length 


36 


% identity 


94 


NCBI Description 


(AL031581) l-evidence=predicted 



[Xenopus laevis] 



[Homo sapiens] 



l-method=genefinder; 084; l-method_score=23 . 36; 

1- evidence_end; 2-evidence=predicted by match; 

2 - mat ch_acces s ion=AAl 41041; 

2-match_description=€K01110.3prime CK Drosophila 
melanogaster 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213806 

LIB3146-028-Q1-K1-C11 

BLASTX 

gl345785 

664 

6.0e-70 

131 

98 

CHALCONE SYNTHASE 1 (NARINGENIN-CHALCONE SYNTHASE 1) 
>gi_567935_dbj_BAA05640_ (D26593) chalcone synthase 
[Camellia sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213807 

LIB3146-028-Q1-K1-C12 

BLASTX 

g2832625 

355 

1.0e-33 

137 
47 

(AL021711) putative protein 



[Arabidopsis thaliana] 



Seq. No. 



213808 



29769 



Sea ID 

iJC^» -L. U 


LIB314 6-028 -01-K1-C4 


Mp"hhod 

L iC U1J.UU 


RlASTX 


NCBI GI 


a3738311 


BLAST score 


287 


E value 


9.0e-26 


Match length 


121 


O XUC11I — L y 


49 




( ACT) n R^fl Q ^ nn Vn ("iTaTti nrnT" qi n f A rah t H ot-i qi q 

\ nlj U'J J J v ^ J Ltli jS.IJ.U' Wli piULCXU L**-'- CtXJ-L^lU^O XO 




>rn 4949406 (AC0n60791 rmts-Mrrp WH-40 r* 




F Ar^lni doD"^ i thai "i anal 


C p, Kfo 

O C • IN \ J • 


x jo u 


Spa ID 


LIB314 6-028-O1-K1-C5 


Method. 


BLASTX 


NCBI GI 


g3738306 


BLAST score 


232 


1 tip 


2 . Oe-19 


Ms "h 1 pn rr"h h 

L J. CI L-V->±i. JLCLiy Lil 


129 


O X \J.~ ill L l_ y 


40 


NCR! Dpsrri nfi on 


f AC00 S ^0 Q ^ nnlcnown ■nrotpin f ATahi Hon^i ^ 


Spa No 


213810 




T.TB31 46-028-01 -Kl -Pfi 


Mpthoci 


BLASTX 


IN J—> J- \J J- 


a231 S03 

y 4, j x j u j 


BLAST score 


529 


E value 


4.0e-54 


L v ia ucfi lengLii 


1 97 


T /~> 4^ T 4" T 7 


oz 


"NT f* T2 T (7* n "f~ t T"\ 

inujdx uesciiption 


AuiiiN yf >gx iuu4i/ pir bzuuyo actin — 




"i-rri 91R44 om h PAA*^Q9Pn ^VRR7^1^ anfin 


uc^i LN w . 


91 ^ft 1 1 


Qprr TD 


T.TR^I 46-n9ft-Pt1 -Kl -P7 

XilDJlIU \J£*0 ^X I\X \^ / 


Method 


BLASTX 


NCBI GI 


g4572674 


BLAST score 


443 


III VCLXU.C 






117 

XX / 


3* t Hani* T 4-rr 
^ XdcIlLxLy 


oo 




^■riv^u uo_/0 ft j uiiJviiown prox^sxri LAxa.ijxciopsxs 


Q o rr "Mo 
Oc4« LN (J » 


91 ^ftl 9 


Seq. ID 


T.TR^I 46-09R-D1 -Kl -111 0 
iixo jxi u u £. o yx rvx uxu 


Mpthod 


BLASTX 


NCBI GI 


a2493144 


BLAST score 


453 


E value 


3.0e-45 


Match length 


125 


% identity 


54 


NCBI Description 


VACUOLAR ATP SYNTHASE 16 KD PR0TE0LIPID 



16 KD PR0TE0LIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



29770 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213813 

LIB3146-028-Q1-K1-D12 

BLASTX 

g3021485 

489 

2.0e-49 

102 
95 

(AJ224 932) histone H2B- 



3 [Lycopersicon esculentum] 



213814 

LIB3146-028-Q1-K1-D2 

BLASTX 

gl255954 

343 

2.0e-32 

79 

80 

(Z70677) thioredoxin [Ricinus communis] 
213815 

LIB3146-028-Q1-K1-D4 

BLASTX 

g2492519 

339 

7.0e-32 

66 

100 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 



Seq. No. 


213816 


Seq. ID 


LIB3146-028-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4102839 


BLAST score 


588 


E value 


5.0e-61 


Match length 


140 


% identity 


80 


NCBI Description 


(AF016713) LeOPTl [Lycopersicon esculentum] 


Seq. No, 


213817 


Seq. ID 


LIB3146-028-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2708743 


BLAST score 


148 


E value 


2.0e-09 


Match length 


103 


% identity 


32 


NCBI Description 


(AC003952) putative Tal-l-like reverse transcriptase 




[Arabidopsis thaliana] 


Seq. No. 


213818 


Seq. ID 


LIB3146-028-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3551838 



29771 



BLAST score 


498 




IT TTa 1 no 
Ej VqIUc _ 
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rJclt-OXl -Lciiy HI 








7fi 


SKPl-like protein [Nicotiana clevelandii] 


IN \^ J_> X i/CuL>l LXwll 


(AF070967) 


beq. 1NO • 


91 Q 

Z XO 0 X .7 






T.TR^I 4 6-D9R 




Mfl+ Vi ft/"1 


Ditno x /v 


NCBI GI 


g3551838 




BLAST score 


420 




T? 1 lift 


L • UC IX 






ins 




& T T"i 4** 1 4" 1 T 

15 lQcIlLlcy 


78 


SKPl-like Drotein FNicotiana clevelandii! 




f AF070967 ) 


beq. 1NO . 


91 "3fi9D 




Ocq. XiJ 


T.TR^I 4fi-0?fi 


-Ol -K1 -F.5 

^ X 1\ X D J 


Method 


"DT 7k CPV 

DliAb 1 A 




NCBI GI 


g2959781 




BLAST score 


568 




Li * xx *i 1 n ^\ 

Hj Vaiuc 


X • Uc JO 




ixiar.cn xengrn 


1 oc 

xzo 




% identity 


oD 




\"T/"'~Q T T*ift epy«i f"\4- i fti"* 

im^i3± uescnptiuii 






beq. no. 








TTT3-J1 A a-OOQ 


-Ol -K1 

^x rvx iZiv 


Method 


DXiiiO 1 A 




yTPD t r* T 

NLbl (j± 


gozU4 lzo 




BLAST score 


299 




E value 


3.0e-27 




Match length 


79 
/ Z 




% identity 


81 


putative Pi starvation-induced protein [Cicer 


JNL,r>± Description 


(AJ006766) 




arietinum] 




beq. iNo . 


213822 




beq. iu 


LIB3146-028-Q1-K1-E7 


i v ie unoo. 


BLASTX 




NCBI GI 


g2224731 




BLAST score 


287 




E value 


8.0e-26 




Match length 


98 




% identity 


62 




INL'IjX L/coCXXpUXUIl 


(AB004932) 


Aux22d [Vigna radiata] 


beq. ino. 


213823 




O ~ ^ • X u 


LIB3146-028-Q1-K1-E9 


Method 


BLASTX 




NCBI GI 


gl001135 




BLAST score 


276 




E value 


2,0e-24 




Match length 


95 





% identity 54 

NCBI Description (D64001) acetolactate synthase [Synechocystis sp.] 



29772 



Seq. No. 
Seq. ID 
v Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



213824 

LIB3146-028-Q1-K1-F10 

BLASTX 

g!33872 

600 

2.0e-62 

131 

93 

30S RIBOSOMAL PROTEIN Si v CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060_emb_CAA4 6927__ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213825 

LIB3146-028-Q1-K1-F11 

BLASTX 

g3738092 

242 

2.0e-20 

58 
79 

(AC005617) similar to glyoxysomal malate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213826 

LIB3146-028-Q1-K1-F12 

BLASTX 

g3860020 

281 

5.0e-25 

103 

53 

(AF091091) unknown [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213827 

LIB3146-028-Q1-K1-F4 

BLASTX 

g2253442 

256 

4.0e-22 

63 
63 

(AF007784) LTCOR11 [Lavatera thuringiaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213828 

LIB3146-028-Q1-K1-F5 

BLASTX 

gl707017 

247 

4.0e-21 

57 

79 

(U78721) RNA helicase isolog [Arabidopsis thaliana] 



29773 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213829 

LIB3146-028--Q1-K1-F7 

BLASTX 

gl841468 

608 

2.0e-63 

129 

88 

(Y10990) Tyrosyl-tRNA synthetase [Nicotiana tabacum] 



UCv|. IN <J • 




UC\^ • X Lf 


JJlD JX^ U \J _-. U \S J- L\l l_7__, 






NCBI GI 


g3298544 


BLAST score 


207 


E value 


o n___i £ 


lYiaTicn ieng in 




% identity 


Dl 


NCBI Description 


(AC004 681) unknown protein [Arabidopsis thaliana] 


oeq. wo. 




oeq. iu 


lilt>J14 O U_-o yi i\.l b4 






bl 


go4 10110 


BLAST score 


223 


E value 


3.0e-18 


Mat ch length 


DO 


-6 idenriuy 


/ D 


NCBI Description 


{An Uo i/.uz ) vimn z [-"raDi-Copsis T_naiianaj 


oeq. jno * 




oeq. id 


lil__Ol4 D — UiO - yi-J\l— bO 


i v iei_noQ 


TIT HQTV 
j_Sl_RO I A 


JNb.Bl bl 


g4 lOOlZo 


J-J.l_lxT.kJ J. 


221 


E value 


5.0e-18 


Match length 


113 


% identity 


41 


NCBI Description 


(AE001491) putative 3-HYDROXYACID DEHYDROGENASE 




[Helicobacter pylori J99] 


Seq. No. 


213833 


Seq. ID 


LIB314 6-028-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3763916 


BLAST score 


463 


E value 


2.0e-46 


Match length 


134 


% identity 


66 


NCBI Description 


(AC004450) unknown protein [Arabidopsis thaliana] 



>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 213834 

Seq. ID LIB3146-028-Q1-K1-H1 

Method BLASTX 

NCBI GI g2443890 



29774 



0 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142 

9.0e-09 

101 

40 

(AC002294) similar to NAM (gp_X92205_1321924 ) and CUC2 
(gp_AB002560_1944132) proteins [Arabidopsis thaliana] 

213835 

LIB314 6-028-Q1-K1-H4 

BLASTN 

g2062705 

36 

9.0e-ll 

36 

38 

Human butyrophilin (BTF5) iriRNA, complete cds 
213836 

LIB314 6-028-Q1-K1-H5 

BLASTX 

gl353239 

156 

2.0e-10 

58 

59 

(U10245) putative RNA helicase A [Arabidopsis thaliana] 
213837 

LIB3146-028-Q1-K1-H6 

BLASTX 

gl350720 

453 

3.0e-45 

111 

77 

60S RIBOSOMAL PROTEIN L32 
213838 

LIB3146-028-Q1-K1-H7 

BLASTX 

g4467124 

285 

1.0e-25 

100 

61 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
213839 

LIB314 6-028-Q1-K1-H8 

BLASTX 

g4467124 

261 

1.0e-22 

100 

57 

(AL035538) hypothetical protein [Arabidopsis thaliana] 



29775 



Qprr No 


213840 


Seq. ID 


LIB314 6-030-O1-K1-A12 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


ill v a _i_ no 


q 0p-1 1 




j / 




fil 


NCBI Description 


XenoDus laevis cDNA clone 27A6— 1 




ZIJU11 


Sea ID 


LIB3146-030-O1-K1-A6 


Method 


BLASTX 


NCBI GI 


g559684 


BLAST score 


620 


J_i V CL _L LLCS 
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NCBI Dp qpri nt i on 
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OC^ii IN U » 




Sea ID 


LIB314 6-030-O1-K1-A7 


Mp1~ hod 


BLASTX 


NCBI GI 


g3334140 


BLAST score 


482 


E value 


1.0e-48 


Match length 


117 


% identity 


77 


NCBI Description 


CENTROMERE /MICROTUBULE BINDING PROTEIN CBF5 



(CENTROMERE-BINDING FACTOR 5) (NUCLEOLAR PROTEIN CBF5) 
>gi_2737888 (U59148) nucleolar protein AnCbf5p [Emericella 
nidulans] 



Seq. No. 


213843 


Seq. ID 


LIB3146-030-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2570827 


BLAST score 


566 


E value 


2.0e-58 


Match length 


132 


% identity 


75 


NCBI Description 


(AF026058) anthocyanidin synthase 


Seq. No. 


213844 


Seq. ID 


LIB3146-030-Q1-K1-A9 


Method 


BLASTN 


NCBI GI 


g2696018 


BLAST score 


35 


E value 


4.0e-10 


Match length 


79 


% identity 


86 


NCBI Description 


Arabidopsis tha liana genomic DNA, 



MXC9, complete sequence 



chromosome 5, 
[Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 



213845 

LIB3146-030-Q1-K1-B10 
BLASTX 



29776 



NCBI GI 


g3355480 


BLAST score 


148 


E value 


2.0e-09 


Match length 


58 


% identity 


47 


NCBI Description 


(AC004218 




thaliana] 



Medicago nodulin N21-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213846 

LIB3146-030-Q1-K1-B3 

BLASTX 

gl22085 

483 

9.0e-49 

114 

85 

HI STONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb__CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_L68493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_jprf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213847 

LIB3146-030-Q1-K1-B8 

BLASTX 

g2880043 

172 

1.0e-15 

95 
47 

(AC002340) 
hydrolase 



putative 3-hydroxyisobutyryl-coenzyme A 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



213848 

LIB3146-030-Q1-K1-C1 

BLASTX 

gl064929 

536 



29777 




TT va 1 iip 
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Ma t" fVi 1 pnrrt" h 


117 


%. i H^"ni~"i i~\7 


88 


NCBI Description 


(X92967) cyclin A-like protein [Nicotiana tabacum] 


O C ■ LVKJ » 


213849 


Seq. ID 


LIB314 6-030-O1-K1-C10 


Met hod 


BLASTX 


NCBI GI 


g3775989 


BLAST score 


183 
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fAJ0104 58} RNA hplirase f Arabidonsis thalianal 






Spa TO 


LIB314 6-030-O1-K1-C5 


Mpt*hnd 


BLASTN 


NCBI GI 


a2618602 


BLAST score 


47 


E value 


2.0e-17 
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91 ^fi R1 


Seq. ID 


LIB314 6-030-O1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl730108 


BLAST score 


370 


E value 


1.0e-35 


Match length 


90 



% identity 78 

NCBI Description LEUCOANTHOCYANIDIN DIOXYGENASE (LDOX) ( LEUCOANTHOC YAN I D I N 

HYDROXYLASE) >gi_486848_pir S36233 flavanone 3-hydroxylase 

homolog - garden petunia 



Seq. No. 


213852 


Seq. ID 


LIB3146-030-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl42742 


BLAST score 


709 


E value 


3.0e-75 


Match length 


136 


% identity 


100 


NCBI Description 


(M73248) cryIA(c)3 [Bacillus thuringiensis] 


Seq. No. 


213853 


Seq. ID 


LIB3146-030-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4115386 


BLAST score 


174 


E value 


2.0e-12 


Match length 


93 


% identity 


47 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 



29778 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213854 

LIB314 6-030-Q1-K1-D6 

BLASTX 

g!076515 

188 

3.0e-14 

91 

45 

pectinesterase precursor - kidney bean 

>gi_732913_emb__CAA59482_ (X85216) pectinesterase [Phaseolus 
vulgaris] 



Seq. No. 


213855 


Seq. ID 


LIB314 6-030-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4467137 


BLAST score 


582 


E value 


2.0e-60 


LlCLUO.ll Xvt711^ 1*11 
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Method 


BLASTX 


NCBI GI 


al345698 


RT.AST cscnrp 
ijjjnij i oouic 
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E value 


5.0e-61 


Match length 


117 
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^LULCXil |_ ^*w>0 HILL 11XX O L1L. LLUl J 


Seq. No. 


213857 


Seq. ID 


LIB3146-030-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g541935 


BLAST score 


419 


E value 


3.0e-41 


Match length 


90 * 


% identity 


90 


NCBI Description 


4-coumarate — CoA ligase {EC 6,2.1. 12) (clone GM4CL13) - 




soybean (fragment) 


Seq. No. 


213858 


Seq. ID 


LIB3146-030-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl408460 


BLAST score 


602 


E value 


1.0e-62 


Match length 


129 


% identity 


90 


NCBI Description 


(U40161) type 2A protein serine/threonine phosphatase 55 



29779 



kDa B regulatory subunit [Arabidopsis thaliana] 



Seq. No. 


213859 


Seq. ID 


LIB3146-030-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3608137 


BLAST score 


183 


E valup 


1.0e-13 


Match, length 


71 


% i dent it v 


52 


NPRT Dp^rri n1"i 




Seq. No. 


213860 


Seq. ID 


LIB3146-030-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


a2065531 


BLAST score 


330 


E value* 


8 Oe-31 


Mat ch 1 print h 


67 




91 




ffT7RR2^^ PfiHri — 1 4— Viol - a— nl nrana qo T T , wr -1 nr\o rci r^> r\~n qqpiiI DTrhmml 
^ u i u*j£.\jj chlxu i JJCua y x uuaiiaoc |_ xj y uupc x oiuuii coolixcii i_ lull j 


Sea. No. 


213861 


Seq. ID 


LIB3146-030-Q1-K1-E6 


Method 


BLASTX 


NCRT GT 


a3080439 


Diiriij i. o L^LJ J_ C 




Hj VdlUc 




Mat chi l^ncrth 


109 




D _? 




Vrtxju^^ouj; putaLive protein aijxctopsxs tria.xia.ria.j 


Seq. No. 


213862 


Seq. ID 


LIB3146-030-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 




RT.AST qporp 


433 


T* 1 1 no 
J—i V QXUC 




Match 1 pneith 


114 


% 1 H^TTf"*! "f~ \7 


76 




^riruoou/o; j j liKe protein LneiianLiiUS annuusj 


Seq. No. 


213863 

-± w VJ v 


Seq. ID 


LIB3146-030-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


a3892057 




JUi 


J—i V dJ_ Li.C 


*J . vtS JO 


Ms +■ nV* 1 pnrft" Vi 

J. -lO. L. Ul 1 X ~ 1J.\J L.11 


IPS 


^ iviCll LX Ly 




NCBI Description 


(AC002330) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


213864 


Seq. ID 


LIB3146-030-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g266567 


BLAST score 


425 



29780 



E value 
Match length 
% identity 
NCBI Description 



6.0e~42 

129 

65 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi_421956_pir S23558 mitochondrial processing peptidase 

(EC 3.4.99.41) alpha chain precursor - potato 
>gi_214 93_emb_CAA46990_ (X66284) mitochondrial processing 

peptidase [Solanum tuberosum] 



oeq. jno . 








LilDjl < ± v UJU ^--i- -t- lw 




LlcLllOU 








g4 OJ / 




dlhoi score 


DO 1 




E value 


2.0e-68 




Match length 


134 




% identity 






NCBI Description 


(LJz/yi) pyrophosphatase LBsta vulgaris] 




Q a rv KT/"\ 

oeq. in o • 


91 

i lot) Do 




Seq. ID 


LIB3146-030-Q1-K1-F11 




Method 


BLASTX 




NCBI GI 


gl07677fo 




DT 'ACT 1 o^/^i"^ 

oLiiio l score 






E value 


3.0e-16 




Match length 


50 




% identity 


84 




NCBI Description 


histone H2A - wheat >gi_536888_dbj_BAA07276_ 


(D38087) 




protein H2A [Triticum aestivum] >gi_1095224] 


_prf 2108279A 




histone H2A: IS0TYPE=2 [Triticum aestivum] 




Seq. No. 


213867 




Seq. ID 


LIB314 6-030-Q1-K1-F4 




Method 


BLASTX 




NCBI GI 


g!172597 




BLAST score 


226 




E value 


1.0e-18 




Match length 


47 




% identity 


91 





NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



WOUND-INDUCED BASIC PROTEIN >gi_81888_pir JS0731 

wound- inducible basic protein - kidney bean >gi__169365 
(L00625) basic protein [Phaseolus vulgaris] 
>gi_217989_dbj_BAA02299_ (D12914) 5.8 kb basic protein 
[Phaseolus vulgaris] 

213868 

LIB3146-030-Q1-K1-F6 

BLASTX 

g2565010 

431 

1.0e-42 

133 
59 

(AC002983) putative microf ibril-associated protein 
[Arabidopsis thaliana] >gi_3377811 (AF076275) contains 
similarity to ATP synthase B/B' (Pfam: ATP-syntJB.hmm, 



29781 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



score: 11.71) [Arabidopsis thaliana] 



213869 

LIB3146-030-Q1-K1-F7 

BLASTX 

g320552 

4 65 

1.0e-46 

124 
76 

anthranilate synthase 
Arabidopsis thaliana 



(EC 4.1.3.27) alpha-1 chain 



213870 

LIB3146-030-Q1-K1-F9 

BLASTX 

g548774 

240 

2.0e-20 

88 

56 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

213871 

LIB3146-030-Q1-K1-G10 

BLASTX 

g4455334 

221 

2.0e-18 

51 

78 

(AL035525) myosin-like protein [Arabidopsis thaliana] 
213872 

LIB3146-030-Q1-K1-G2 

BLASTX 

gl351271 

545 

4.0e-56 

113 

89 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 

(L36387) triosephosphate isomerase, chloroplast isozyme 

[Spinacia oleracea] 

213873 

LIB3146-030-Q1-K1-H6 

BLASTX 

g4090533 

591 

2.0e-61 

119 

92 



29782 



NCBI Description (U68215) ACC oxidase [Carica papaya] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213874 

LIB3146-032-Q1-K1-A1 

BLASTX 

g4538959 

145 

2.0e-09 

48 

52 

(AL04 9488) putative protein [Arabidopsis thaliana] 
213875 

LIB314 6-032-Q1-K1-A10 

BLASTN 

g2182286 

43 

3.0e-15 

119 
84 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

213876 

LIB3146-032-Q1-K1-A12 

BLASTX 

g629735 

246 

6.0e-21 

69 

67 

fill protein - garden snapdragon >gi__406309_emb_CAA40553_ 
(X57296) FIL1 [Antirrhinum majus] 



Seq. No. 


213877 


Seq. ID 


LIB3146-032-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2369766 


BLAST score 


399 


E value 


8.0e-39 


Match length 


75 


% identity 


96 


NCBI Description 


(AJ001304) hypothetical protein [Citrus x paradisi] 


Seq. No. 


213878 


Seq. ID 


LIB3146-032-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2996096 


BLAST score 


511 


E value 


3.0e-52 


Match length 


99 


% identity 


98 


NCBI Description 


(AF030517) translation elongation factor- 1 alpha; EF 




alpha [Oryza sativa] 


Seq. No. 


213879 


Seq. ID 


LIB3146-032-Q1-K1-A8 



29783 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2506931 

267 

1.0e-23 

92 

55 

APYRASE PRECURSOR ( AT P-D I PHOSPHATASE) (ADENOSINE 
DI PHOSPHATASE) (ADPASE) (ATP-DI PHOSPHOHYDROLASE ) 

>gi_2129977_pir JC4616 apyrase (EC 3.6.1.5) - potato 

>gi_1381633 (U58597) ATP-diphosphohydrolase [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213880 

LIB3146-032-Q1-K1-B10 

BLASTX 

gl702983 

297 

4.0e-28 

112 

58 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 



Seq. No. 


213881 


Seq. ID 


LIB3146-032-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2618698 


BLAST score 


406 


E value 


7.0e-40 


Match length 


111 


% identity 


72 


NCBI Description 


(AC0Q2510) unknown protein [Arabidopsis thaliana] 


Seq. No. 


213882 


Seq. ID 


LIB314 6-032-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4455207 


BLAST score 


420 


E value 


3.0e-41 


Match length 


91 


% identity 


89 


NCBI Description 


(AL035440) ubiquitin-like protein [Arabidopsis thaliana] 


Seq. No. 


213883 


Seq. ID 


LIB3146-032-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4033735 


BLAST score 


394 


E value 


2.0e-49 


Match length 


137 


% identity 


75 


NCBI Description 


(AF054284) spliceosomal protein SAP 155 [Homo sapiens] 


Seq. No. 


213884 



29784 



Seq. ID 


LIB3146-032-O1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4033735 


BLAST score 


492 


F 1 lip 
J_j V O. _L LI C 


O » L/C w» U 


11 CI L,V»11 X vl iy L.11 


116 

X X U 




7ft 


J-i 4— ' -L i-/ O J- W 1 X 


f AFO E i498 4 1 «?nl "i npncinTTip 1 nrntpi n 

\ v J T 6 U 7 y O^llUCvO VJ1LLCL X ^>*X \J 


OC^. LN (J • 


91 ^ftft R 


O C ^ • XL/ 


T.TR^I 4 fi-fn?-01 -K1 -RQ 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


F. va 1 hp 

J— 1 VUXLA.G 


8 . Oe-11 


Mstph 1 print hi 


36 


x> -Hole ii i — l uy 


1 DO 

X KJ KJ 


NCBI Descriotion 


Xptlodus Iapvi s nDNA pi orip 97A6- 1 






Spa ID 

K*> \^ \-A • JL.U 


T.TR31 46-0^9-01 -K1 -PI 0 

Ulijjllu \) ^) \£ X 1\ X Vv X U 


i 1C LliUU 


oxxrio x /v 


NCBI GI 


g3056595 


BLAST score 


344 


F 1 no 
Hi value 




Ma'Hph 1 ot*i/* , t"( - Vi 
L w ld Lv^Ii Xtilly uiX 


114 

114 


i> xueiixxty 


OO 




fACnn49 i: iR^ T1 FQ 1^ rarahi HnnQi c 
\±\\^\J\J t i £D D } III! J. lO [filaJJlQOpblo 


oeq . jno . 




Spct TO 


T.TR^I 4 fi-D^9-ni -K"1 —CI 1 

lllD J 11 \J U JZi ^ x rv X V^XX 


L it? L11UU 


LjxiriO 1A 


NCBI GI 


gl345571 


BLAST score 


154 


Juj V a J. Lie 


J » L/C X \J 


Ma*t~^Vi 1 on <T"h H 

LlCtU^ll XClly Lll 


41 


t) Ivxexl L x Ly 


7^ 
/ O 


NCRT T")p<3 pti nt i nri 

IN ' J-J -L IJCOLil XL/ L. X LJ11 


\AUUU1U/ DLal Ull UX a.Ilv-,IlXliy CllZ.yiLLt; 






Sea ID 


LTR^I 4fi-D?9-Ol -PC1 -C*^ 


Method 


BLASTX 


NCBI GI 


gl742951 


BLAST score 


449 


F \T3 1 n a 




iMCl Lull -LCliyUll 




9- T /-J r^s >-\ 4— -i 4"TT 

•5 luenLiLy 


Q9 


LNLDl UcolylipUlOu 


^luyoi/j v^azi — /iiirase L^^^^iciopsi 


o e q ♦ jn o . 


91 IQQQ 




t tp^i 4^— n^9— ai _T<ri —r 1 /! 
iixiooxft o Ujz-yi-j\i 14 


Method 


BLASTX 


NCBI GI 


g4558591 


BLAST score 


379 


E value 


1.0e-36 


Match length 


127 


% identity 


57 



29785 



fl 



NCBI Description 





■f~ n a 1 lansl 

L. lid J- -L Gil id. J 


Seq. No. 


213890 


Seq. ID 


LIB3146-032-Q1-K1-D1 


Method 


BLAST N 


NCBI GI 


g4115332 


BLAST mnre* 


36" 


ITS 1 IIP 


A 0a-1 1 




AA 


% i dent it v 


95 




Pi qiit« oafi TTi iTTi / Z\ 1 a c Va ^ nV^iT /tii t +* "i n f ^ 
IT _L O UJ.ll oaLlVLULL \ ri_L d o Jvd / LLUI^UILIII ^irUD±y 


Seq. No . 


213891 


Seq. ID 


LIB314 6-032-O1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4249410 


BLAST score 


290 


T* 1 . 1 IIP 
ill V d _L U.C 




rj.a.L.uj.1 JLc-iiyuii 


Q1 


% identitv 


65 




l^yuou / i/ uiutnown protein [riraDiaopsis 


Sea No 


?1 3R9? 

il JO Jc, 


Seq. ID 


LIB314 6-032-O1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3983665 


DT ACT 1 o r>r\-r-c± 


^1 A 


Xj val U.ti 


d • ue o o 




iii 




DO 


iN^-Di. uescription 


^aduixz/x; luiporcm— Deraz [uryza sauivaj 




91 


Sea. ID 


LIB314 6-032-O1-K1-D2 


Method 


BLASTX 


NCBI GI 


g728949 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


127 


% identity 


35 


NCBI Description 


BLUE COPPER PROTEIN PRECURSOR >gi 99665 



gene, complete cds 



■ S25555 blue 

copper protein - Arabidopsis thaliana 

>gi_2147156_pir 139698 blue copper-binding protein - 

Arabidopsis thaliana >gi_16203_emb_CAA78771_ (Z15058) blue 
copper-binding protein [unidentified bacterium] 

>gi_739987_prf 2004275A blue copper-binding protein 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



213894 

LIB3146-032-Q1-K1-D4 

BLASTX 

g3868758 

163 

9.0e-12 

34 

94 



29786 



NCBI Description (D89802) elongation factor IB gamma [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213895 

LIB3146-032-Q1-K1-D7 

BLASTX 

g398966 

188 

3.0e-14 

39 
92 

4-COUMARATE — COA LIGASE 2 (4CL) (CLONE 4CL16) 

>gi_541937_pir PQ0772 4-coumarate — CoA ligase (EC 

6.2.1.12) (clone GM4CL1B) - soybean (fragment) 
>gi_18520_emb_CAA4 9576_ (X69955) 4-coumarate — CoA ligase 
[Glycine max] 



beq. no. 


O 1 *3QQC 


beq. ID 




Metnoa 


DT 7\ prTiu 
DliAb J.A 


NCBI GI 


«.o fi o o c c c 

gjyo jooo 


BLAST score 


427 


E value 




Match length 


111 

111 


% identity 


76 


NCBI Description 


(AB011271) importin-beta2 [Oryz 


beq. No. 


01 QO Q*7 


Seq. ID , 


LIB3146-032-Q1-K1-E11 


Method 


D-LAo 1A 


NCBI GI 


gloozo /y 


BLAST score 


458 


E value 


i . ue — 4 / 


lYtaucn xengtn 


i n r 
xup 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus s 


Seq. No. 


213898 


Seq. ID 


LIB3146-032-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2760349 


BLAST score 


203 


E value 


2.0e-16 


Match length 


73 


% identity 


15 


NCBI Description 


(U84969) ubiquitin [Arabidopsis 


Seq. No. 


213899 


Seq. ID 


LIB3146-032-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl008984 


BLAST score 


119 


E value 


1.0e-ll 


Match length 


73 


% identity 


55 


NCBI Description 


(X91811) chalcone synthase-like 


Seq. No. 


213900 



[Oryza sativa] 



29787 



Seq. ID 


LIB314 6-032-O1-K1-E9 


Method 


BLASTX 


NPRT (IT 


al24226 


RT.AST <?rorp 


424 


V 1 wal no 

£j V Cl-L Li " 


8 . Oe-42 


Matph 1 pnnth 


103 


% identity 


81 


NCBI Description 


INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 




>rn 1 nf)27ft ni r S210^9 translation initiation fartor 

/yi 1UU6 / (j k>xx iw) x v _/ ti aiioiQ liuii iiiiLicitiuii lauuvj. 




pTF^'SA 2 -"nirl pH-1 oav^d tnharrn >rri 1 Q702 pmh PAA^^IfM 




f V £ "3 ^ 4 9 \ anVa r\rr\+" i n iTi i i'l"ia'i"'irin f apfnr Rl\ / 0 \ 1" W i r* r\i~ i ana 
tADJJ4i j cLLJ^ax y\J LIU XiJLX Lid LXUll iaUL.UI Jri ^ / |_ i^XL-Lv L-Xdlld 




-r\ 1 iTmTo^rTI TIT "Fo 1 1 3 1 
KJ X UiLLUO. y 111X1UJ LC3.J 




21 3QD1 


Seq, ID 


LIB3146-032-O1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


172 


F. Inp 


2 . Oe-12 


Matrh 1 f^n rrt" Y\ 

HQ LOll XC11U 1.11 


70 


15 XUcilLl Ly 


D O 






oeq . ino . 




O C. • _L VJ 


T.TR31 4fi-032-O1 -K1 -Fl 2 


i lC LXIUIX 




KTPRT 


J UJO 


OlxrlO X o L-UX c 




E value 


3.0e-21 


Match length 


65 


O X U.C11 LJLL.J 


74 


inuox uescrxption 


K n Q PTRPlQHMZiT DDriTPTKI T OA CUT riP^DT 2i Q DDTTrrTDCinP 
DUO l^xDUoUlYlriij ir i^U 1 i_i X IN Li^ft f wnxjUiAWirxjriO 1 irKllj^Ui\ovJi\ 




^yi XKjJtiy l *± eiUD LiiH/UoOl \l\Jy'03D} piaSLlCl x lJjOSOiLLa.x 




•K*v -y» 4- AT « r 7\ lr\ n /*1/*m^n on O 4— Vi o 1 t o t^i -3 1 

prox.eiii L/irdDiaopsio Lndiiandj 




91 ^Qfl'H 




LTB314 6-032-O1-K1-F6 


Method 


BLASTX 


NPBT GT 


CT4574320 


BLAST score 


206 


E value 


3.0e-16 


Via L^n xcuy lii - 


fi9 


o lUcilt-LLy 


O D 


LNoox jjescrxp lxgii 


vr\r xx / zz4t ^ wouna lnuucca protein wiiz L^sseiiLDryanuiieiiLixrLi 




pi-pT/O'H 35 1 1 1 Till Tin 1 
L-iyo LClXXXil LULL j 




91 ^QD4 


Spa TD 


T.TR31 4fi-D32-01 — K1 -F7 

XJX JJ X *3 \J \/ X 1\X IT / 


Method 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


173 


E value 


1. Oe-12 


Match length 


70 


% identity 


56 


NCBI Description 


(AJ004810) cytochrome P450 monooxygenase [Zea mays] 



Seq. No. 



213905 



29788 



Seq. ID 


LIB3146-032-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2564237 


BLAST score 


346 


E value 


9.0e-33 


Match length 


73 


% identity 


85 


NCBI Description 


(Y10112) omega-6 desaturase [Gossypium hirsutum] 


Seq. No. 


213906 


Seq. ID 


LIB3146-032-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4325324 


BLAST score 


401 


E value 


2.0e-39 


Match length 


89 


% identity 


88 


NCBI Description 


(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 




thaliana] 


Sea No 


213907 


Seg. ID 


LIB3146-032-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


al946362 


BLAST score 


201 


E value 


9.0e-21 


Match length 


101 


% identity 


59 


NCBI Descriotion 


(U93215) Dhotos vstem II reaction center 6.1KD orotein 




f Arafoidoosis thalianal 


Sea No 


213908 


Seq. ID 


LIB3146-032-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3860333 


BLAST score 


232 


E value 


2.0e-19 


Match length 


68 


% identity 


63 


NCBI Description 


(AJ012693) basic blue copper protein [Cicer arietinum] 


Sea. No. 


213909 


Seq. ID 


LIB3146-032-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g4539371 


BLAST score 


167 


E value 


1 . 0e-ll 


Match length 


124 


% identitv 


37 


NCBI Description 


(AL049525) putative protein [Arabidopsis thaliana] 


Sea No 


213910 


Seq. ID 


LIB3146-032-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4538959 


BLAST score 


162 


E value 


1.0e-ll 



29789 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score . 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
58 

(AL049488] 



putative protein [Arabidopsis thaliana] 



213911 

LIB314 6-032-Q1-K1-H7 

BLASTX 

g3860319 

393 

2.0e-38 

83 

92 

(AJ012686) nucleolar protein [Cicer arietinum] 
213912 

LIB314 6-032-Q1-K1-H8 

BLASTX 

g231509 

246 

3.0e-21 

88 
57 

ACTIN DEPOLYMERI Z ING FACTOR (ADF) >gi_419809_pir S30935 

actin-depolymerizing factor - trumpet lily 
>gi_22748_emb_CAA78483_ (Z14110) actin depolymerizing 
factor [Lilium longiflorum] 

213913 

LIB314 6-032-Q1-K1-H9 

BLASTX 

gl703380 

233 

1.0e-19 

46 
93 

ADP-RIBOSYLATIONI FACTOR >gi_1132483_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

213914 

LIB314 6-033-Q1-K1-A10 

BLASTX 

g3914343 

362 

8.0e-35 

95 

73 

PHYTOCHROME A 
phytochrome A 



>gi_2 6641 90__emb_CAA0 4 6 7 9_ { A JO 01318) 
[Populus tremula x Populus tremuloides] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



213915 

LIB314 6-033-Q1-K1-A11 

BLASTX 

g2982322 

379 

3.0e-40 

107 

73 



29790 



II 



NCBI Description 


(AF051246} Drobable* Dmfpa^nmp 


Sea No 


213916 


Seq. ID 


LIB3146-033-O1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2865394 


BLAST score 


190 


E value 


2 . Oe-14 


Match length 


85 


% identitv 


52 


NCBI Description 


(AF036949) basic leucine zippe 


Sea No 


J- O .7 JL / 


Seq. ID 


LIB3146-033-O1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl345933 


BLAST score 


364 


E value 


7.0e-35 


Match length 


73 


% identity 


92 


NCBI Description 


CITRATE SYNTHASE, GLYOXYSOMAL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



>gi__1084323_pir S53007 citrate synthase - cucurbit 

>gi_975633_dbj_BAA07328_ (D38132) glyoxysomal citrate 
synthase [Cucurbita sp.] 

213918 

LIB3146-033-Q1-K1-A7 

BLASTX 

g2499498 

499 

1.0e-50 

131 
76 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC 

>gi_1161602_emb_CAA88840_ (Z48976) phosphoglycerate kinase 
(PGK) [Nicotiana tabacum] 

213919 

LIB3146-033-Q1-K1-A9 

BLASTX 

gl708971 

203 

6.0e-16 

64 

52 

(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 

(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 

>gi_421871_pir S32156 mandelonitrile lyase (EC 4.1.2.10) - 

black cherry >gi_288116_emb_CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi_1730332 (U78814) 

(R)-(+) -mandelonitrile lyase isoform MDL1 precursor [Prunus 
serotina] >gi_1090776_prf 2019441A mandelonitrile lyase 

[Prunus serotina] 

213920 

LIB3146-033-Q1-K1-B10 
BLASTX 



29791 





IP w 


NCBI GI 


a4406780 


BLAST score 


304 


E value 


3.0e-28 


Mat ch 1 engt h 


75 


% identity 


76 


NCBI Description 


(AC006532) putative multispanning membrane protein 




FArabi don^i ^ thai i anal 


Sea No 


213921 


Seq. ID 


LIB3146-033-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 




BLAST score 


164 


E value 


1.0e-ll 


Match length 


83 


% identity 


41 


NCBI Description 


(AB013447} alumi nuiti— i ndiiped fBra^sira nanus! 




01 ^QOO 

j£. _L J _/ 


Seq. ID 


LIB3146-033-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 




BLAST score 


217 


E value 


1.0e-17 


Match length 


49 


% identity 


76 


NCBI Description 


(AL022140) pectinesterase like protein [Arabidopsis 




tha 1 i ana 1 


Sea No 


213923 


Seq. ID 


LIB3146-033-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


all 70747 


BLAST score 


194 


E value 


4.0e-18 


Match length 


69 . j\ 


% identity 


77 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LATE EMBRYOGENE SIS ABUNDANT PROTEIN LEAS -A >gi_167345 
(M88324) late embryogenes is -abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

213924 

LIB3146-033-Q1-K1-C1 

BLASTX 

g3540195 

670 

1.0e-70 

134 

45 

(AC004260) Unknown protein [Arabidopsis thaliana] 
213925 

LIB3146-033-Q1-K1-C11 

BLASTX 

gll81589 

202 



29792 



E value 
Match length 
% identity 
NCBI Description 



1.0e-28 

84 
75 

(D83070) high mobility group protein [Canavalia gladiata] 
>gi_1483173_dbj_BAA13133_ (D86594) high mobility group 
protein [Canavalia gladiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213926 

LIB3146-033-Q1-K1-C3 

BLASTN 

g2351069 

40 

4.0e-13 

92 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSH12, complete sequence [Arabidopsis thaliana] 



PI clone: 





213927 


Seq. ID 


LIB3146-033-Q1-K1-C6 


Mp-f- Vinci 


BLASTX 




a320565 


BLAST score 


179 


E value 


2.0e-13 


Match length 


73 


% identity 


49 




fran<;riri<;nn TA1 — 1 KAS — 1 — Ar^hi Hnn<?i <? thai i an^ 

L. A. GllO^^O \Jl.i J- ill _L lulu J. LllCli.^.QllU 


c o rr J^ri 


^lO -/jC O 


o^rr TD 

Ocl^i JL U 




I L11UU 


RT.A^TY 

JD J_LrlO 1 .A. 




y _7 / jooo 




305 


E value 


4.0e-28 


Match length 


100 


% identity 


65 


NCBI Description 


(U32511) myo-inositol-l-phosphate synthase 




[Mesembryanthemum crystallinum] 


Seq. No. 


213929 


Seq. ID 


LIB3146-033-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3395427 


BLAST score 


180 


E value 


2.0e-13 


Match length 


77 


% identity 


52 


NCBI Description 


(AC004683) unknown protein [Arabidopsis thali 


Seq. No. 


213930 


Seq. ID 


LIB3146-033-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4512699 


BLAST score 


440 


E value 


1.0e-43 


Match length 


133 


% identity 


67 



29793 



NCBI Description 



(AC006569) putative NADH- ubiquinone oxireductase 
[Arabidopsis thaliana] 



Seq. No. 


213931 


Seq. ID 


LIB3146-033-Q1-K1-D10 


Method 


BLASTN 


NCBI GI 


g2267582 


BLAST score 


293 


E value 


1.0e-164 


Match length 


307 


% identity 


99 


NCBI Description 


Gossypium hirsutum vacuolar H+-ATPase subunit E mRNA, 




complete cds 


Seq. No. 


213932 


Seq. ID 


LIB3146-033-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3123264 


BLAST score 


432 


E value 


5.0e-43 


Match length 


91 


% identity 


89 


NCBI Description 


60S RIBOSOMAL PROTEIN L27 >gi 2244857 emb CAB10279_ 




(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


213933 


Seq. ID 


LIB314 6-033-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3482918 


BLAST score 


401 


E value 


4.0e-39 


Match length 


94 


% identity 


83 


NCBI Description 


(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 




thaliana] 


Seq. No. 


213934 


Seq. ID 


LIB3146-033-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3063396 


BLAST score 


506 


E value 


2.0e-51 


Match length 


114 


% identity 


83 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Seq. No. 


213935 


Seq. ID 


LIB3146-033-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4210712 


BLAST score 


595 


E value 


7.0e-62 


Match length 


129 


% identity 


81 


NCBI Description 


(AJ006870) purple acid phosphatase [Ipomoea batatas] 


Seq. No. 


213936 



29794 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3146-033-Q1-K1-D7 

BLASTX 

g3914131 

147 

2.0e-09 

79 

38 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN 2 PRECURSOR 
(LTP 2) (MAJOR POLLEN ALLERGEN PAR J 2.0102) (PAR J II) 
PROTEIN) >gi_1532056_emb_CAA65122_ (X95866) P8 protein 
[Parietaria judaica] 



(P8 



213937 

LIB3146-033-Q1-K1-E10 

BLASTX 

gl708971 

191 

1.0e-14 

58 
53 

(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 
(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 

>gi_421871_pir S32156 mandelonitrile lyase (EC 4.1.2.10) - 

black cherry >gi_288116__emb_CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi_1730332 (U78814) 
(R) -(+) -mandelonitrile lyase isoform MDL1 precursor [Prunus 

serotina] >gi_1090776_prf 2019441A mandelonitrile lyase 

[Prunus serotina] 

213938 

LIB3146-033-Q1-K1-E4 

BLASTX 

g729671 

243 

1.0e-20 

71 

70 - , ' . 

HISTONE H2A >gi_473603 (U08225) histone H2A [Zea mays] 

213939 

LIB3146-033-Q1-K1-E5 

BLASTX 

gl23379 

156 

2.0e-10 

32 
91 

HMG1/2-LIKE PROTEIN (SB11 PROTEIN) >gi_99914_pir S22309 

HMG-l-like protein - soybean >gi_18645_emb_CAA41200_ 
(X58245) HMG-1 like protein gene [Glycine max] 

213940 

LIB3146-033-Q1-K1-E6 

BLASTX 

gl706377 

563 

4.0e-58 



29795 



